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ABSTRACT
Naibauer, Samantha Kaleigh. Characterizing ecological and genetic patterns of the
colonizing species Dubautia scabra on The Big Island, Hawaii. Unpublished
Master of Science thesis, University of Northern Colorado, 2018.
The Hawaiian Silversword Alliance (HSA) is a group of approximately 35
endemic species found on the Hawaiian Islands. The HSA is of particular interest due to
the vast adaptive responses of its members across the Hawaiian Islands. Each of these
plant species is generally limited to a very specific habitat type with a unique morphology
and physiology. Dubautia scabra is the first angiosperm colonist of new lava flows,
arriving in as few as two years after lava cools. The critical role D. scabra plays in this
ecosystem gives a unique starting point for understanding downstream ecological
processes such as seed dispersal, colonization, and ecological succession. The processes
of colonization and ecological succession are widely understood by ecologists in habitats
like forests and grasslands, but researchers have not yet been able to successfully
characterize primary succession on truly new habitats. The goals of this study were to (1)
characterize patterns of primary succession in new habitats, (2) determine if there is a
correlation between lava flow age and genetic variation among populations, and (3)
determine the source and direction of seed dispersal of D. scabra populations across the
Big Island, Hawaii using genetic analysis. Regression analysis showed a negative
correlation (R² = 0.4439) between lava flow age and plant size, and a positive correlation

iii

(R² = 0.7692) between lava flow age and plant density. The largest individuals were
found on lava flows of about 100 years of age, with the most individuals found on lava
flows between 40 and 45 years of age. Lava flow age, elevation, aspect, rock type, soil
hydrology, and mean annual rainfall were also found to be ecological predictors of plant
size and density on lava flows. There was no correlation between genetic divergence and
lava flow age within populations found on The Big Island, which suggests frequent gene
flow and migration events between all populations. Levels of inbreeding were found to
decrease over time, and populations on lava flows of about 150 years of age had the least
amount of inbreeding. Overall genetic diversity resembled that of other species within the
Dubautia genus, but measures of genetic divergence were low between populations of D.
scabra compared to other species within the HSA. The population at Saddle Road
clustered genetically and therefore might be the source population that founded the other
populations at Hawaii Volcanoes National Park and Hawaiian Ocean View Estates.
Ecological and genetic analysis of organisms such as D. scabra give researchers the
ability to identify patterns of colonization into new habitats, as well as determine the
relationships within and among populations in other systems.
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CHAPTER I
INTRODUCTION TO THE STUDY SYSTEM: THE
HAWAIIAN SILVERSWORD ALLIANCE
AND DUBAUTIA SCABRA
Introduction
This research project was a genetic investigation of the Hawaiian endemic
species, Dubautia scabra (DC.) D.D. Keck (Asteraceae). Dubautia scabra is a member
of the Hawaiian Silversword Alliance (HSA), which is a group of plants widely known
for their ecologically adaptive evolutionary histories. The HSA consists of roughly 30
species (Carr 1985; Witter and Carr 1988; Baldwin et al. 1991) which are thought to have
differentiated within the last five million years. Each speciation event was likely due to
responses to habitat variation and physiological limitations. Dubautia scabra is the first
angiosperm colonist of new lava flows, and is one of the few species found on exposed
lava rock on The Big Island, Hawaii. As a colonizer of volcanic substrates, D. scabra
provides a unique window into studying many other ecological processes including seed
dispersal and establishment, patterns of colonization, and patterns of primary succession.
The main purpose of this study was to characterize patterns of ecological succession on
The Big Island after lava flow disturbance. The ecological patterns in this study were
determined using multiple ecological and genetic techniques which included: plant
density, plant frequency, and microsatellite fragment length polymorphisms. The
combination of ecological and genetic techniques allowed inference of the general
structure of meta-populations, which included defining source populations, direction
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of seed dispersal, and characterizing patterns of colonization and habitat connectivity.
These techniques also measured genetic diversity of populations and rates of gene flow
among lava flows. This chapter provides a historical background of Hawaii and the study
system, as well as provide a brief introduction to some of the techniques used.
Historical Background of Hawaii
The Hawaiian-Emperor Island Chain is group of islands that stretch nearly 3,600
miles in a northwest to southeast orientation in the Pacific Ocean. This large chain
consists of three subsections: The Emperor Seamount chain, The Hawaiian Seamount
chain, and the Hawaiian Archipelago (Figure 1). In 1963, geologist John Tuzo Wilson
hypothesized that the linear pattern of this island chain was due to the Pacific Tectonic
Plate moving in a northwest orientation over an either stationary or mobile volcanic
hotspot (Wilson 2014). Wilson’s hotspot theory also suggested that island formation in
this region of the Pacific Ocean is age progressive and has been occurring for about 85
million years (Regelous et al. 2003). Since 1963, most researchers have agreed with
Wilson’s stationary hotspot theory, which explained the shape and direction of the
northern most trail of seamounts and islands left by the hotspot. The oldest and most
northern structures in The Hawaiian-Emperor Island Chain, the Emperor Seamounts, are
located close to the Aleutian Islands of Alaska. The Emperor Seamounts have a vertical
orientation that extends into the west Pacific until they reach the Kuril- Kamchatka
Trench, a subduction zone just east of the Russian border (Foulger and Anderson 2006).
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Figure 1. The Hawaiian-Emperor Island Chain. The three subsections from
left to right: The Emperor seamounts, The Northwestern Hawaiian
seamounts, and the Hawaiian Islands (Kauai, Oahu, Maui- Nui, The Big
Island).

Wilson’s stationary hotspot theory falls short at explaining the shape and direction
of the rest of The Hawaiian-Emperor Island Chain. Centered in the island chain is a sharp
bend in the direction of islands. The islands after this bend are referred to as the Hawaiian
Seamount Chain, and are mainly small atolls and extinct islands. Wilson’s hypothesis
argues that an abrupt shift in the Pacific tectonic plate above the hotspot was the cause of
the bend. However, more recent studies suggest that such an abrupt shift would not have
the force nor rate of motion required to shift the archipelago (Tarduno et al. 2003). It is
more likely that plate shifts would have a more gradual change on the island chain
(Tarduno et al. 2003). Instead of Wilson’s stationary hotspot hypothesis, Wilson’s
moving hotpot theory suggests that the hotspot under the Hawaiian Islands was moving
southward for millions of years (Tarduno and Cottrell 1997; Tarduno et al. 2003;
Tarduno et al. 2009; Wilson 2014). During the formation of the Emperor seamounts, the
hotspot was moving south very rapidly (over 40 millimeters a year; (Tarduno et al. 2003).
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Roughly 47 million years ago, the moving hotspot slowed. Together with the gradual
movement of the Pacific Tectonic Plate towards the Kuril- Kamchatka Trench, the bend
in the island chain formed (Tarduno and Cottrell 1997; Tarduno et al. 2003). This hotpot
has remained relatively stationary since it stopped moving 47 million years ago, and has
continued to leave the remaining trail of islands (Tarduno et al. 2003).
The Hawaiian Archipelago is the youngest portion of the Hawaiian-Emperor
Island Chain, and consists of the five main islands (Figure 2). The oldest of these islands,
Kauai, is estimated to be about five million years old. Oahu is the next island in the chain,
and is estimated to be about three million years old. Maui- Nui is an island complex
consisting of Lana’i, Maui, and Molokai which ranges in ages from 1.3 to 1.8 millions
years old. The Big Island is the largest and youngest island in the archipelago, and is
located roughly 2,000 miles southwest of the continental United States. This island is less
than 500,000 years old (Witter and Carr 1988; Fleischer et al. 1998).
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Figure 2: From left to right: Kaua’i, O’ahu, Maui Nui (Moloka’i Maui, Lanai, and
Kahoolawi), and Hawai’i (The Big Island).

The volcanic hotspot that created this archipelago is currently positioned just
southeast of the Big Island. Because the Big Island is the closest island to the hotspot,
numerous active and a few inactive volcanoes still exist on the island. The Big Island has
five remaining active volcanoes: Hualalai, Mauna Kea, Mauna Loa, Kilauea, and Lo’ihi
(United States Geological Survey: USGS 2017; Figure 3). Haulalai is positioned on the
northwest portion of the island, near Kona. Mauna Kea is the highest volcano on the
island (13,803 ft.), and its flanks cover most of the northern half of the island (GNIS
2003). Mauna Loa is the largest volcano on earth, and extends to the ocean floor making
the summit nearly 56,000 ft. (USGS 2017), with an elevation of 13,679 ft. above sea
level. Mauna Loa is also highly active, producing large lava flows around the center of
the island. Kilauea is the youngest volcano on The Big Island and is most likely a satellite
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of the neighboring Mauna Loa (USGS 2017). Kilauea is positioned on the southeast
portion of the island and has continuously been erupting since 1983 (USGS 2017). In
early 2018, seismic activity from Kilauea created numerous fissures and eruptions on the
eastern side of the island and within Hawaii Volcanoes National Park leading to the
destruction of numerous buildings and homes and adding nearly 700 acres of new land to
the island (USGS 2018). Lo’ihi is positioned 22 miles off the southeast coast of The Big
Island, and the only known submarine volcano in the region (Malahoff et al. 2006).
Scientists estimate that the emergence of this new island could take between 10,000 and
100,000 years depending on eruption and growth rate (USGS 2018).

Figure 3: Remaining volcanoes on The Big Island, Mahikona, Kohala, Mauna Kea,
Hualalai, Mauna Loa, Kilauea, and Lo’ihi. Mahikona and Kohala are inactive, while
Hualalai, Mauna Kea, Mauna Loa, Kilauea, and Lo’ihi are active.
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Study System
The Theory of Evolution describes the descent of successive generations through
time with small modifications and adaptations, and is one of the key theories to all
biological research. Over millions of years, these modifications have led to millions of
distinct lineages and species on earth. In many island systems, particularly on the
Hawaiian Islands, the evolution of numerous lineages has led to a vast array of unique
and endemic organisms. Because the Hawaiian Islands are completely isolated from any
other mainland, and were not colonized by humans until around 1,600 years ago, they
serve as the perfect natural laboratory to study the evolution of Hawaiian life. Hundreds
of studies have been conducted on the Hawaiian islands, and have looked at organisms
ranging from flies (Carson 1983; Coyne and Orr 1989), spiders (Gillespie 2005; Croucher
et al. 2012), snails (Cowie 1995; Holland and Hadfield 2004), birds (Freed et al. 1987;
Lerner et al. 2011), and plants (Helenurm and Ganders 1985; Givnish et al. 2009).
A recurring theme in Hawaiian evolutionary studies revolve around the
Progression Rule (Funk and Wagner 1995). The Progression Rule is a simple rule that
states that dispersal and colonization in an island chain proceed from the oldest to the
youngest island. As an island emerges from the ocean, it is available for colonization
from the nearest land mass, like stepping stones across the archipelago. The most recent
island formations have been the main Hawaiian Islands; Kauai, Oahu, Maui-Nui, and The
Big Island. These islands have been colonized from oldest to youngest island for the past
five million years (Baldwin and Sanderson 1998).
Similar patterns of colonization can also be seen in patches of suitable habitat
within islands. As volcanoes erupt on land, they change the landscape and create a
pathway of new habitat and barren landscapes. Multiple volcanic eruptions over time
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connect these lava flows, making a network of hardened and exposed lava all over the
surface of the island. Recently formed lava habitats will require species dispersal and
colonization in order to initiate successional processes, and undergo thousands of years or
erosion and decomposition in order to develop soil and the conditions necessary for
complex communities. Ecological succession is a process of change in species structure,
habitat structure, and ecological community over time. Ecological succession can be
further broken down into two types: primary and secondary. Primary succession is the
development of plant and animal communities in an area where no soils have existed
before. Secondary succession is the re-establishment of a community where soils and
portions of a community have been retained. Secondary ecological succession is more so
studied because it is associated with shorter regeneration times, and incomplete
destruction of habitat, seed banks, or landscape structure. Volcanic eruptions are high
intensity disturbances that alter geologic structures and destroy species and habitat
structures. Eruptions create virtually lifeless areas, requiring primary successional
processes to reclaim a habitat. It may take thousands of years for barren rock to erode and
form soils so that other organisms can persist in these areas. These areas may also have
many ecological and habitat shifts within that time. The variation within habitat shifts is
quite diverse on the Hawaiian Islands, ranging from barren lava to dry shrub communities
to tropical rainforest, depending on time since disturbance, elevation, and mean annual
rainfall. The Big Island ranges in elevation from sea level to almost 14,000 ft. on the top
of Mauna Kea, while mean annual rainfall might differ as much as 7,000 mm from the
northern to the southeastern sides of the island (Giambelluca et al. 2013).
Volcanic eruptions and major changes in geological features have largely shaped
the current distribution and evolutionary paths for many organisms on the Hawaiian
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Islands. Lava flows may prove to be large physical barriers for some species by
restricting individuals or populations to small patches of suitable and undestroyed forest
habitat (kipuka’s). Over time, these restrictions could lead to genetic bottlenecks,
mutations, and eventually speciation. Disturbance followers, however, have the ability to
use these networks as “highways”, and may use lava flows to access new areas of an
island.
Establishment of plant populations in new habitats could take several years and
numerous colonizing events (Groom 1998). In many cases, especially among plants,
establishment in a new area might reveal un-utilized or under-utilized resources.
Depending on the physiological conditions and the plant’s ability to adapt to these
conditions, speciation might occur. Many types of organisms have also replicated this
pattern, including plant species (Percy et al. 2008; Givnish et al. 2009; Ilves et al. 2015),
birds (Diamond 1970), Gastropods (Rundell et al. 2004), and spiders (Roesch Goodman
et al. 2012). Additionally, the creation of new islands via volcanic activity provides
ecologically and geographically distinct habitats and niches. Because many organisms
have the ability to adapt to new and ecologically diverse habitats, the Hawaiian Islands
have a wide variety of native and endemic organisms. This system provides one of the
best arenas to study landscape succession, evolution, and adaptive radiation in the world.
The Hawaiian Silversword Alliance
The Hawaiian Silversword Alliance (HSA) is a small group of plants endemic to
the Hawaiian Islands. This group is mostly known for its ability to readily adapt to
changing physiological and ecological factors. Adaptive Radiation as the result of this
ability, has led to an array of morphologically and ecologically distinct species. Members
of the HSA have been under extensive study since the 1950’s as researchers tried to
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understand the adaptive radiation and rapid evolution that has occurred on the islands
(Carlquist 1957, 1958, 1959, 1961; Carr and Kyhos 1981, 1986). One of the first theories
proposed about the origination of the HSA suggested that the group had similar bract and
flower morphology to the Californian Tarweeds (Madiinae; (Carlquist 1959). This theory
also suggested the method of dispersal was likely a single colonization event from the
mainland (California) to the Hawaiian Islands.
The first genetic evidence of a relationship between the HSA and the Californian
Tarweeds was observed by a group of researchers in 1991 (Baldwin et al. 1991). The
maternally inherited chloroplast genome was analyzed, and only ten mutations separated
the continental Madiinae group from the HSA (Baldwin et al. 1991). The small amount
of genetic variation suggested that seeds were dispersed from California to Hawaii. It was
later estimated that this long-distance colonization event occurred 4.5 to six million years
ago to the island of Kauai (Baldwin and Sanderson 1998; Barrier et al. 1999). Since
colonization of Kauai, many factors have led to the rapid diversification seen in the HSA,
including, the isolation of the Hawaiian Islands, emergence of new islands via volcanic
activity, and occupation of unrealized niches. As dispersal from older to younger islands
occurs and new habitats are colonized, many individuals have adapted to new habitats
and niches in a stepping-stone pattern (Funk and Wagner 1995; McArthur and Wilson
2001).
The HSA is divided into three genera: Argyroxiphium DC., Dubautia (DC.) D.D.
Keck, and Wilkesia A. Gray, and is composed of roughly 30 species that are
taxonomically recognized today. Each species is generally limited to a specific habitat
type and island, and as a result, species have unique morphologies and physiologies
(Friar et al. 2006). Members of the HSA range in morphology from lianas and small

11
cushion plants, to small shrubs and even trees. The most famous of the Hawaiian
silverswords are members of the genus, Argyroxiphium. These plants have tall, silver,
sword like leaves, and are generally found in drier habitats. Other Argyroxiphium species
known as the Green Swords, have tall, green, sword like leaves, and are more commonly
found in wetter habitats. There are only two species within the genus Wilkesia, and both
are endemic to Kauai. These species are both woody, but do not share similar
morphologies or shapes. The genus, Dubautia, is the largest and most diverse genus in
the Alliance, and is not characterized by leaf shape or form (Baldwin et al. 1991; GarciaVerdugo et al. 2013). Although many of these species have very diverse plant forms,
most of them have numerous, small, orange or yellow flowers.
Dubautia Genus
Dubautia species are located on all islands, with individual species generally
being endemic to one or two of the major islands. These species also have the most
variation in morphology and physiology within the HSA. Suitable habitats for these
species can range from barren lava flows to wet rainforests or the alpine mountain slopes
of Mauna Kea. Plant physiologies in various regions of the island must be able to tolerate
vast differences in water availability, temperature gradients, and seasonal changes. All
members of the HSA have very limited genetic divergence, and about 75% of all possible
artificial or natural crosses have been made independent of genus or species. The species
within the genus Dubautia tend to maintain higher levels of genetic affinity. Limited
divergence within this genus has led to numerous hybridization events where habitats
overlap, and numerous hybrid species are formally recognized within the genus (Carr and
Kyhos 1981; Carr 1985).
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Members of Dubatia have been separated by two cytotypes according to Carr
(1985): Dubautia sect. Dubautia Gaud., which have 14 chromosomes, and Dubautia sect.
Railliardia (Gaud.) G. Carr, which have 13 chromosomes. The variability in chromosome
number is likely due to an aneuploid reduction in one species that colonized a new or
emerging island more than one million years ago. Geographically, these cytotypes can be
mapped on the Hawaiian archipelago based on island age. Members of Dubautia sect.
Dubautia (N = 14) are predominantly found on the oldest islands, Kauai and Oahu,
although both D. laxa. and D. plantaginea have multi-island distributions including
young islands. Species within Dubautia sect. Railliardia (N = 13) are found on the
younger islands Maui, Molokai, Lanai, and Hawaii, although D. herbstobatae and D.
sherffiana are found on the older island of Oahu. Because the N=14 cytotype is the only
cytotype found on Kauai, we believe the genus Dubautia originated on Kauai with a
chromosomal arrangement of N = 14.
Ecological differences on various islands are arguably one of the most important
factors in the adaptive radiation of Dubautia, playing a huge role in what we know about
speciation within this genus. Inter-island dispersal across the Hawaiian Islands follows a
well-known and described Progression Rule or Stepping Stone Pattern from northwest to
southeast (Funk and Wagner 1995). Colonization of new islands results in geographic
isolation (allopatry) and exploitation of new niches and ecological variables. These new
variables might over time change the morphology and physiology of species, and
diversification or speciation may also occur. Typically, there is a burst of speciation after
inter-island dispersal when there are many niches to be filled and therefore, ecological
opportunity is greatest soon after island colonization. Speciation after dispersal is
common in the HSA, and has been documented in variable chloroplast genomes of
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numerous members of the Alliance (Baldwin et al. 1991; Baldwin and Sanderson 1998).
Within the HSA, speciation has occurred so quickly from the oldest to youngest islands,
that there hasn’t been enough time for much genetic diversity to accumulate (Witter and
Carr 1988; Friar et al. 2006).
Ecological speciation has been documented on all of the major islands within the
Hawaiian archipelago. The best studied example of speciation by ecological partitioning
has been seen on Maui, where four endemic species, D. menziesii, D. platyphylla, D.
reticulata, and D. waianapanapaensis were studied (Friar et al. 2006). These species are
members of Dubautia sect. Railliardia and exhibit low levels of genetic differentiation
despite statistically different morphological and ecological differences. Morphological
and ecological differentiations seem to be maintained in selected populations despite the
physical proximity between them. Most noticeably, these plant species seem to follow
moisture and elevation clines. This study suggests that speciation is most likely due to
habitat variation (dry and wet) and adaptation to different ecological niches over the
island. It is possible that physiological constraints and water availability are factors that
have aided in the diversification of these species.
Although not as well studied or prevalent, hybridization can also play an
interesting role in the differentiation of species with the genus Dubautia. The
evolutionary history of D. scabra has always been unclear as different studies produced
conflicting results between nuclear and plastid genomes (Baldwin et al. 1991; Friar et al.
2008). Traditionally, nuclear genomic analysis had suggested that D. scabra shares the
same nuclear chromosomal arrangement of the Kauai endemic, D. latifolia (N = 14).
Chloroplast comparisons from another study placed D. scabra within the Railliardia
section (Baldwin et al. 1991). In 2008, another study set out to determine the actual
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history of D. scabra. Multiple nuclear and chloroplast regions of D. scabra were
compared to other members of the genus (Friar et al. 2008). These regions showed a
mosaic pattern between the two sections of Dubautia within the nuclear genome. This
mosaic genome suggests a hybrid origin of D. scabra between D. latifolia (N = 14) and
members of Dubautia sect. Railliardia (N= 13). Hybridization is not unique among plant
species, especially among members of the HSA or genus Dubautia (Carr 1985; Barrier
et al. 1999), with a hybrid history also being implicated for the entire HSA (Barrier et al.
1999). Numerous hybrid species are formally recognized in the HSA, and could be one of
the more influential factors driving speciation into specialized ecosystems and niches.
Species of Interest
Dubautia scabra (DC.) D.D. Keck is an endemic species to Maui-Nui and The
Big Island, that has two subspecies: D. scabra ssp. scabra and D. scabra ssp. leiophylla
(A. Gray) G.D. Carr which are probably less than one million years old (Baldwin &
Sanderson, 1998). Dubautia scabra ssp. scabra is commonly thought of as a small shrub
that grows in volcanic and rocky substrates, while D. scabra ssp. leiophylla has longer
and more vine-like branches and is found in forested habitats. In his monograph, Carr
(1985) separates the species by leaf length and habitat. He suggests that D. scabra ssp.
scabra has leaves that are mostly linear-elliptic to linear-oblong, and are less than 3.5 cm
in length. Carr also suggests that D. scabra ssp. scabra is most commonly found on
young and barren lava flows on portions of east Maui and Hawaii. Dubautia scabra ssp.
leiophylla is characterized by narrowly linear to linear-lanceolate leaves that are greater
than 3.5 cm in length. Dubautia scabra ssp. leiophylla is more commonly found in the
mountainous and forest regions of Northern Hawaii and Maui. The Manual of the
Flowering Plants of Hawaii (Wagner et al. 1999) provides an equally vague description
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of the two subspecies, and differentiates them mostly by leaf morphology, but also by
location on the island where they are found. The Manual suggests D. scabra ssp. scabra
has leaves usually linear-elliptic to linear-oblong, that are less than 3.5 cm long, and 24mm wide. This subspecies is found on portions of east Maui and Hawaii, but it is noted
that “In this treatment, the taxonomic disposition of certain East Maui specimens may be
rather arbitrary.” Dubautia scabra ssp. leiophylla has leaves that are linear to linearlanceolate, 0.08-8mm wide and either more than 3.5 cm long or less than 2 mm wide.
According to the Manual, this subspecies can be located on Molokai, Lanai, Maui, and
the northern Kohala mountain regions of Hawaii. There is little agreement about the
actual distribution of the two subspecies, with herbarium specimens placing both species
in close physical proximity with the only separation being habitat. Herbarium collections
have documented striking morphological and ecological similarities between the
subspecies, including variation in leaf length, growth form, and ability to grow in both
barren and forested habitats. Dubautia scabra ssp. scabra has been known to grow in wet
forests, where it takes on a unique vine-like morphology (personal observation).
Additionally, previous herbarium collections have been inconsistent, and specimens have
been identified solely on morphological differentiation (subshrub vs. vine-like). Our
current knowledge of these two subspecies tells us very little about the differences in
actual distribution or morphology, and indicates that further research should be done to
resolve this taxonomic issue.
Dubautia scabra ssp. scabra (hereafter D. scabra) is the first angiosperm
colonizer of recent lava flows, and is characterized by its small sub-shrub appearance,
whorled leaves, and unusual small, white flowers (Figure 4). The other species in the
genus are known for yellow/orange flowers. Dubautia scabra has been documented as
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appearing on lava flows in as little as two years after lava cools (Smather and MuellerDombois 1972), and is mostly established within ten years (Smather and MuellerDombois 1972; Carr 1985; Friar et al. 2008). This species is found in habitats at an
elevation between 2,000 and 8,000 ft. that receives an annual mean rainfall between
2,500 and 6,000 mm (Naibauer unpublished results). Dubautia scabra grows well where
water collects in the porous volcanic rock, which is important for successful seed
establishment (Carr 1985). Once established, plant populations can live for upward of
200 years. Substrates older than 200 years have not been adequately surveyed, and it is
not known how long individuals within these populations can live. Older lava flows
generally have larger individuals compared to new lava flows (personal observation). It
would make sense that those existing individuals are original colonizing members of the
lava flow. Additional research should determine if the same colonizing plants continue to
grow throughout the lifespan of the population for those 200+ years.

Figure 4. Dubautia scabra
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The overall life history of D. scabra is widely understudied. Little is known about
the exact mechanisms of colonization to new habitat, seed recruitment and establishment,
pollination, or reproduction. As far as research has been able to tell, seeds are dispersed
by wind. Like other asters, a small achene of about 3-4 mm long is attached to tall pappus
which is extended into the air. Once a seed is airborne or moved, dispersal must occur to
areas with the appropriate ecological conditions including high water availability, and
porous volcanic substrate in order to establish (Robichaux 1984). It has been documented
that distinct differences in the soil hydrology of recent lava substrates and nearby forests
are enough to limit D. scabra and other Dubautia species from growing in certain
conditions where their physiologies are not optimal (Robichaux 1984). Although D.
scabra is found most commonly on recent volcanic substrates, it has been known to grow
in forested habitats. Historically, it was thought that source populations were hidden
within the forested regions of Mauna Loa. Upon further investigation, D. scabra
individuals have sporadically been found on trails, bulldozed roads, and other disturbed
areas within forests (personal observation). The method of pollination is also not well
understood, but native insects (Roderick 1997), bees (Hylaeus spp.; (Robichaux et al.
1998), and Argentine ants (Iridomyrmex humilis: (Robichaux et al. 1998) have been
affiliated with other members of the HSA. Unlike other members of the HSA, D. scabra
is the only self-compatible species in the Alliance (Carr 1985; Carr and Kyhos 1986).
Because of this, studies have found moderate to high amounts of inbreeding in many of
the well-known populations of D. scabra. Little is known about how the distribution of
suitable habitat impacts the interactions of multiple populations, or gene flow and
dispersal. As new volcanic eruptions create suitable habitat, colonization and
establishment of new populations should become possible. Lava flows could also act as
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corridors between meta-populations, and the source and direction of seed dispersal can be
determined.
Suitable habitat is arguably the most important factor for maintaining individuals
and populations in an area, and this species is dependent on the availability of collected
water in the volcanic substrates (Robichaux 1984). It is likely that once the volcanic
substrate breaks down, water drains more effectively, likely contributing to a decrease in
seed recruitment and the death of D. scabra populations. Additionally, as succession of
areas begin to occur, new species will gradually move into the habitat, directly competing
with D. scabra. Because D. scabra is a colonizer of recent lava flows, it has been thought
of as necessary for the succession of Hawaiian Island ecosystems by breaking up
volcanic substrates into soil. The breakdown of volcanic substrate into soil provides
suitable habitat for a number of other species. On older flows, it is not uncommon for
these other species to grow directly on top of D. scabra (personal observation). Because
of the critical role it plays in this ecosystem, D. scabra provides a starting point for
understanding downstream ecological processes such as introduction of new species and
succession. Currently, we have limited knowledge of the overall time and spatial scale of
colonization, population establishment, and the later decline of D. scabra populations on
recent lava flows. Linking spatial and time scales will allow us to make better predictions
about the mechanisms of colonization and succession on lava flows and the Hawaiian
Islands.
Because succession is such a large component of other ecological systems, this
information has many important applications, including: rates of speciation and
extinction (Whittaker et al. 2008) and community development. Climate change is one of
the largest threats that effects almost every organism on the globe. Suitable habitat for
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species can be quite different, but most are shifting to respond to changing conditions. By
studying disturbance and ecological succession, we can use patterns learned to predict
how certain habitats and regions might react to huge and changing ecological variation.
Examining ecological processes is also important related to conservation and rare species
management. Once we have documented how disturbance events and species react, we
could use knowledge gained from this study to guide conservation practices both on
Hawaii and in other regions of the world.

Study Aims and Methods
The main purpose of this master’s thesis will be:
A1

To document patterns of primary succession, colonization, seed
establishment, and gene flow of populations with the use of a variety of
ecological and genetic techniques.

The processes of colonization and ecological succession are widely understood by
ecologists in habitats like forests (Grashof-Bokdam and Geertsema 1998; Guariguata and
Ostertag 2001) and grasslands (Collins and Adams 1983; Kahmen and Poschlod 2004),
but researchers have not yet been able to successfully characterize primary succession on
new habitats. The population structure of species in this area is also important, as it
provides a window to study gene flow and evolutionary processes of organisms after
volcanic disturbance. Dubautia scabra is an ideal focal organism for this work because it
is a primary colonizer and initiator of ecological processes on The Big Island of Hawaii.
Ecological Investigations
Patterns and development of a general ecological time scale were obtained
through observation and physical measurements following volcanic disturbance. The
physical measurements plant size and population density were collected on lava flows of
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various ages. As plants and lava flows age, we expected to find an increase in average
plant size. Alternatively, we expected that plant density would decrease over time, as
larger and more fit individuals would be able to establish and survive longer, while less
fit individuals die out. With this information, it was possible to infer a general timeline
from population establishment to senescence, and determine the progress of primary
succession in lava habitats.
Additionally, documentation of habitat type (nearby forests and disturbed areas)
and physical structure (volcanic rock type) were used to determine if there are predictive
elements to D. scabra habitat. Geographic Information Science (GIS) is a popular tool
used in various ecological projects. In the field data points are logged using GPS and can
then be used to model spatial and habitat variables. For this project, volcanic rock type,
elevation, soil hydrology, annual rainfall, slope, aspect, and age of the lava flow were all
calculated in ArcMap (ESRI 2010). Chapter II describes these ecological patterns
observed on various lava flows of different ages.
Genetic Diversity and
Population Structure
Chapter III describes the spatial components of colonization and gene flow
observed through genetic investigation across large areas and populations. This study will
use nuclear microsatellites to describe relationships within and among populations.
Populations structure should reflect time since colonization, gene flow between
populations, and allow us to distinguish between source and sink populations. This genetic
investigation should also be able to determine the total genetic diversity between
populations from both Maui and The Big Island.
Microsatellites are known, short repeating sequences in the nuclear genome that
are highly variable and prone to mutation. All species have these sequences, but usually
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contain unique sequences that are specific to the lineage or population from which the
individual is found. These genomic regions are most useful for testing genetic
relationships among and between populations, and provide information regarding
immediate genetic relationships. A lot of variation within microsatellites suggests a
distant relationship between individuals or populations, while little variation suggests a
close genetic relationship. When there is little genetic differentiation between individuals
or populations, microsatellites may not provide the best genetic resolution, however.
Summary
Chapter IV synthesizes the patterns between ecological and genetic components
of colonization, seed establishment, and gene flow between populations after a large
disturbance. Patterns of genetic diversity will be applied to aspects of the ecological
portion of this thesis. It is still unclear if there is a correlation between relative time since
disturbance and genetic variation in different regions of The Big Island. Additionally,
ecological aspects of habitat preference and structure may have profound effects and
many implications on the genetic structure of D. scabra populations. This genetic and
ecological investigation of the endemic species D. scabra will answer questions
pertaining to both ecological and genetic patterns on Maui and The Big Island. The main
goals of this study were to determine (1) the source and direction of seed dispersal of D.
scabra populations across the Big Island, Hawai’i using genetic analysis, (2) if there is a
correlation between lava flow age, plant density, and genetic variation among populations
and (3) the genetic structure of D. scabra across the Big Island and Maui-Nui Complex of
the Hawaiian archipelago. This system has the potential to provide a wide variety of new
information on the overall processes of ecological succession and some of the underlying
components associated with it
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CHAPTER II
GENERAL TIMELINE AND PATTERNS OF
COLONIZATION, ESTABLISHMENT,
AND SENESCENSE OF
DUBAUTIA SCABRA
Introduction
The Hawaiian-Emperor Island Chain is group of islands that stretch nearly 3,600
miles in a northwest to southeast orientation in the Pacific Ocean. This large chain
consists of three subsections: The Emperor Seamount chain, The Hawaiian Seamount
chain, and the Hawaiian Archipelago. The islands within this island chain are age
progressive (Wilson 2014), and have been forming for more than 85 million years
(Regelous et al. 2003).The oldest and most northern islands in The Hawaiian-Emperor
Island Chain, the Emperor Seamounts, are located close to the Aleutian Islands of Alaska.
Centered in the island chain is a sharp bend in the direction of islands. The islands after
this bend are referred to as the Hawaiian Seamount Chain, and are mainly small atolls
and extinct islands. The Hawaiian Archipelago is the youngest portion of the HawaiianEmperor Island Chain, and consists of the five main islands. The oldest of these islands,
Kauai, is estimated to be about five million years old. Oahu is the next island in the chain,
and is estimated to be about three million years old. Maui- Nui is an island complex
consisting of Lana’i, Maui, and Molokai which ranges in ages from 1.3 to 1.8 million
years old. The Big Island is the largest and youngest island in the archipelago, and is
located roughly 2,000 miles southwest of the continental United States. This island is
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less than 500,000 years old (Witter and Carr 1988; Fleischer et al. 1998) and is still
actively growing.
The volcanic hotspot that created this archipelago is currently positioned just
southeast of the Big Island. Because the is Island is the closest island to the hotspot,
numerous active and a few inactive volcanoes exist on the island. The Big Island has five
remaining active volcanoes: Hualalai, Mauna Kea, Mauna Loa, Kilauea, and Lo’ihi
(USGS 2017). Haulalai is positioned on the northwest portion of the island, near Kona.
Mauna Kea is the highest volcano on the island (13,803 ft.), and its flanks cover most of
the northern half of the island (GNIS 2003). Mauna Loa is the largest volcano on earth,
extending from the ocean floor the summit is nearly 56,000 ft. (USGS 2017), with an
elevation of 13,679 ft. above sea level. Mauna Loa is also highly active, producing large
lava flows around the center of the island. Kilauea is the youngest volcano on The Big
Island and is most likely a satellite of the neighboring Mauna Loa (USGS 2017). Kilauea
is positioned on the southeast portion of the island and has continuously been erupting
since 1983 (USGS 2017). Lo’ihi is positioned 22 miles off the southeast coast of The Big
Island, and the only known submarine volcano in the region (Malahoff et al. 2006).
Each volcano is responsible for varying degrees of vegetation damage after
eruption, often eliminating whole floras. The mechanisms of ecological succession vary
according to the scale and intensity of a volcanic eruption. Ecological succession is also
dependent on landscape heterogeneity (how areas of a landscape differ), substrate type,
and the availability of colonizers (Clarkson 1990; Tsuyuzaki 2009). Landscape
heterogeneity has been known to drive forest ecosystems function, species abundance,
and species assemblages on Mexican lava flows (Block and Meave 2017). The
assemblage of species found in various ecosystems is also dependent on the number and
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type of initial colonizers. Initial colonizers are generally species that were abundant
before disturbance, are located in nearby undisturbed habitat, or have seeds that persist in
the seed bank. Although seeds do not persist in the seed bank after volcanic disturbance,
many species follow disturbance events and readily colonize after disturbance occurs.
Lava flows tend to create patchy habitats where colonization from adjacent, undisturbed
sites is possible.
Patterns of Colonization
Each volcano on the Hawaiian islands has had different levels of activity,
producing variable rates of disturbance, habitat formation, and ecosystem types (Block
and Meave 2017). Volcanoes with little or less recent activity have older ecosystems
comprised of forests, while volcanoes with more frequent activity are more likely to
consist of undeveloped soils unsuitable for plant growth (del Moral and Grishin 1999).
Ecological variation is also driven by environmental factors including: elevation, annual
rainfall, and time since disturbance. Early ecological studies (Fosberg 1961) documented
over 30 ecosystem types present on all the major islands ranging from barren lava flows,
bogs, dry shrub communities, to wet forests. On The Big Island, the elevation ranges
from sea level to 13,803 ft. on the top of Mauna Kea (GNIS 2003), creating a habitat
gradient of nearly 14,000 ft. Mean annual rainfall also plays an important role on the
distribution of forests and dry-shrub communities, and the pace of ecological succession.
The Trade-winds reach the main Hawaiian islands from the southeast (Timm et al. 2013),
depositing more than 700 cm of water on the southeastern side of the island each year
(ESRI, 2010; Naibauer unpublished results). This rapid deposition of water on the eastern
sides of the island provides enough water for lush rainforests to form, while the northern
regions are left dry due to a rain shadow effect (Timm et al. 2013). The frequency and
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time and since volcanic disturbance also plays a significant role in the habitat formation
of the islands.
Ecological succession is a process of change in species structure, habitat structure,
and ecological communities over time. Ecological succession can be further broken down
into two types: primary and secondary. Primary succession is the development of plant
and animal communities in an area where no soils have existed before, like on volcanic
substrates after recent eruption. Secondary succession is the re-establishment of a
community where soils and portions of a community have been retained. Succession as a
whole process can take thousands of years, with numerous major disturbance events and
ecological shifts over that time. The characteristics and patterns associated with
ecological succession have been widely understudied. Little is known about the general
time line of landscape succession, nor the patterns of species colonization and community
development.
Much of the research on the Hawaiian Islands described organisms moving
between islands in an age-progressive manner (Rundell et al. 2004; Rubinoff 2008; Garb
and Gillespie 2009; Bess et al. 2014). Today, we know this pattern as the Progression
Rule (Funk and Wagner 1995), which states that dispersal and colonization in an island
chain proceed from the oldest to the youngest island. As an island emerges from the
ocean, it is available for colonization from the nearest land mass, like stepping stones
across the archipelago. The most recent island formations have been the main Hawaiian
Islands; Kauai, Oahu, Maui-Nui, and The Big Island. These islands have been colonized
by various organisms from oldest to youngest island for the past five million years
(Baldwin and Sanderson 1998).
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Metapopulations
Within the Hawaiian archipelago volcanic activity is most prevalent on The Big
Island. The Big Island has five active volcanoes that have left a network of exposed and
hardened lava flows over the surface of the island (USGS 2017). Volcanic eruptions
cause major changes in geological features and have largely shaped the current
distribution and evolutionary paths for many organisms on the The Big Island. Lava
flows may prove to be large physical barriers for some species by restricting individuals
or populations to small patches of suitable and undestroyed forest habitat (kipuka’s).
Over time, these restrictions could lead to genetic bottlenecks, mutations, and eventually
speciation. Disturbance followers, however, have the ability to use lava flow as
“highways” to colonize new areas of the island. Metapopulations are multiple
subpopulations within a species that are separated by expanses of unsuitable habitat.
Population numbers are maintained by constant immigration and emigration from one
subpopulation to another. Subpopulations where birth rates exceed death rates disperse
surplus individuals to other patches of suitable habitat. These subpopulations are known
as source populations. Conversely, subpopulations that have higher death rates than birth
rates are known as sink populations. These populations are usually maintained by
immigrants coming from a source population.
The Species of Interest –
Dubautia scabra
Recently formed lava flows are habitat that require species dispersal and
colonization in order to initiate successional processes that develop soil and the
conditions necessary for complex community development (Jumpponen et al. 1999).
Dubautia scabra is the first angiosperm colonizer of recent lava flows, and is
characterized by its small sub-shrub appearance, whorled leaves, and unusual small,
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white flowers. Dubautia scabra has been documented as appearing on lava flows in as
little as two years after lava cools (Smather and Mueller-Dombois 1972), but populations
are mostly established within ten years (Smather and Mueller-Dombois 1972; Carr 1985;
Friar et al. 2008). This species is found in recent lava habitats at elevations between 2,000
and 8,000 ft. that receives an annual mean rainfall between 2,500 and 6,000 mm
(Naibauer unpublished results). Dubautia scabra grows well where water collects in the
porous volcanic rock, which is important for successful seed establishment (Carr 1985).
Once established, populations can live for upward of 200 years while the volcanic
substrate remains intact and continues to hold water.
The overall life history of D. scabra is widely understudied. Little is known about
the exact mechanisms of colonization to new habitat, seed recruitment and establishment,
pollination, or reproduction. As far as research has been able to tell, seeds are dispersed
by wind. Like other asters, a small achene of about 3-4 mm long is attached to tall pappus
which is extended into the air. Once a seed is airborne or moved, dispersal must occur to
areas with the appropriate ecological conditions, including high water availability and
porous volcanic substrate in order to establish (Robichaux 1984). It has been documented
that distinct differences in the soil hydrology of recent lava substrates and nearby forests
are enough to limit D. scabra and other Dubautia species from growing in certain
conditions where their physiologies are not optimal (Robichaux 1984). Although D.
scabra is most commonly found on recent volcanic substrates, it has been known to grow
in forested habitats. Historically, it was thought that source populations were hidden
within the forested regions of Mauna Loa. Upon further investigation, D. scabra
individuals have sporadically been found on trails, bulldozed roads, and other disturbed
areas within forests (personal observation). The method of pollination is also not well
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understood, but native insects (Roderick 1997), bees (Hylaeus spp.(Robichaux et al.
1998), and Argentine ants (Iridomyrmex humilis; (Robichaux et al. 1998) have been
affiliated with other members of the HSA. Unlike other members of the HSA, D. scabra
is the only self-compatible species in the Alliance (Carr 1985; Carr and Kyhos 1986),
which suggests a single plant could establish a new population. Because of this, studies
have found moderate to high amounts of inbreeding in many populations of D. scabra
(Witter and Carr 1988). Little is known about how the distribution of suitable habitat
impacts gene flow and dispersal across multiple populations. As new volcanic eruptions
create suitable habitat, colonization and establishment of new populations should become
possible. Lava flows could also act as corridors throughout a metapopulation, and the
source and direction of seed dispersal can be determined.
Suitable habitat is arguably the most important factor for maintaining individuals
and populations in an area, and this species is dependent on the availability of collected
water in the volcanic substrates (Robichaux 1984). It is likely that once the volcanic
substrate breaks down, water drains more effectively, contributing to a decrease in seed
recruitment and the death of D. scabra populations within a 200-year period.
Additionally, as succession of areas begin to occur, new species will gradually move into
the habitat, directly competing with D. scabra. Because D. scabra is a colonizer of recent
lava flows, it has been thought of as necessary for the succession of Hawaiian Island
ecosystems by breaking up volcanic substrates into soil. The breakdown of volcanic
substrate provides suitable habitat for a number of other species. On older flows, it is not
uncommon for these other species to grow directly on top of D. scabra (personal
observation). Because of the critical role it plays in this ecosystem, D. scabra provides a
starting point for understanding downstream ecological processes such as introduction of
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new species and succession. Currently, we have limited knowledge of the overall time
and spatial scale of colonization, population establishment, and the later decline of D.
scabra populations on recent lava flows. Linking spatial and time scales will allow us to
make better predictions about the mechanisms of colonization and succession on lava
flows and the Hawaiian Islands.
The initial and secondary stages of primary succession have been widely studied
in areas of glacial retreat around the northern hemisphere, including: Norway (Whittaker
1993), coastal Alaska (Boggs et al. 2010), and northwestern Washington state (Jones and
del Moral 2009; del Moral et al. 2012). One general patterns of primary succession exists,
and includes colonization, population establishment, population decline, and overall
increase in species abundance and diversity over time. In other systems, primary
succession is generally initiated by a small number of species that have the ability to
colonize undesirable habitat. After colonization, these species are able to establish and
transform the landscape in some way so that other species might utilize the landscape in
later successional stages (ie. Breakup of substrate into soil, protecting seedlings from
erosion, creating microsites, etc.). In later stages, overall species diversity and number
increase as the initial colonizing species are outcompeted and replaced. In Norway,
pioneer grass and wind dispersed species are more likely to be colonizers before shrubs
and larger tree species (Whittaker 1993). Population establishment is less predictable, but
is mostly effected by stochastic events like favorable environmental conditions and the
availability of microsites (del Moral et al. 2012). Population decline and species
replacement is dependent on the longevity of each species and favorable environmental
conditions.
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The purpose of this chapter is to document patterns of primary succession and
colonization on The Big Island with the use of a variety of ecological measurements. The
processes of colonization and ecological succession are widely understood by ecologists
in habitats like forests (Grashof-Bokdam and Geertsema 1998; Guariguata and Ostertag
2001) and grasslands (Collins and Adams 1983; Kahmen and Poschlod 2004), but
researchers have not yet been able to successfully characterize primary succession on
truly new habitats. Dubautia scabra is an ideal focal organism for this work because it is
a primary colonizer and initiator of ecological processes on The Big Island of Hawaii.
Methods
Patterns and development of a general ecological time scale can be obtained
through observation and physical measurements following volcanic disturbance. The
physical measurements plant size and population density were collected on lava flows of
various ages. Semi-random transects were placed on recent lava flows of known ages
between 1852 and 1984. Each transect consisted of 5, 5X 10 m arrays, and 3 or 4 of those
transects were sampled on each lava flow (Figure 5A). The position of each individual
located within one of the transects was recorded using GPS, and the width of the plant
was measured (Figure 5B). Plant density and average plant size were then calculated
based off plant location and from measurements taken in the field. Plant density and size
should describe the initial rate and time since colonization, with size indicating the
relative age of the plant. As plants and lava flows age, we expect to find an increase in
average plant size, and an overall decrease in plant density over time. As larger and more
fit individuals mature and survive longer, less fit individuals die out. With this
information, we can infer a general timeline from population establishment to
senescence, and determine the progress of primary succession in lava habitats.
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Figure 6. A) Random 5m X 10m plots placed on lava flow from 1974. B) Data on size and location were

Figure
5.plants
A) Random
5m X 10m plots placed on a lava flow (purple) from 1974.
collected for
located in a plot.
B) Data on size and location were collected for plants located within a plot.

Ecological variables (elevation, mean annual rainfall, soil hydrology, slope,
aspect, and lava flow age) and physical structure (volcanic rock type) were documented
to determine if there are predictive elements to D. scabra habitat. Data pertaining to
ecological factors were downloaded from The Hawaii State GIS Project (State of Hawaii,
Office of Planning). Volcanic rock type, elevation, soil hydrology, annual rainfall, slope,
aspect, and age of the lava flow were all calculated in ArcMap (ESRI 2010). The values
associated with each attribute were exported into an Excel file and matched to a
corresponding individual found within each transect.
Statistical Analyses
A simple timeline for colonization and landscape development was estimated
using linear regression to compare plant density and size to lava flow age. The size of
each individual sampled was plotted against the age of the lava flow where it was found
to determine which lava flows have the largest individuals. Plant density per meter
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squared (m2) was calculated by dividing the number of individuals found by the number
of square meters sampled within that transect. Density per m2 was then plotted against the
lava flow age the transect was located in. This would determine if there is a higher
density of plants on recent or older lava flows.
A stepwise regression model in Statistical Analysis Software (SAS) v. 9.4 was
used to determine which ecological variables are the best at predicting plant size and
density through time. A stepwise regression model is a process that uses predictive
variables to determine relationships in a regression model. This process adds variables
into the model one at a time to determine which variable’s inclusion gives the most
statistically significant improvement to the model. This process is repeated until no
variable improves the significance of the model. Low p-values suggest a variable is a
meaningful addition to the model, while a high p-value indicates the variable provides no
prediction and it is not associated with any changes in the model.
Results
The average plant size was calculated and compared to lava flow age in order to
determine if there were any relationships between habitat formation and individual plant
growth. Data from this study suggests there is a negative correlation (R² = 0.4439)
between plant size and lava flow age, with the largest individuals growing on lava flows
of roughly 100 years old (Figure 6). Plant density per m2 was also calculated in order to
infer a general timeline for population establishment and senescence. Plant density is
positively correlated (R² = 0.7692) with lava flow age. Lava flows between 40 and 45
years old have the highest density of plants per m2 (Figure 7).
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Figure 6. Average plant size (cm) and standard deviation on various lava flow ages. The
largest plants are found on lava flows of about 100 years old. R² = 0.4439.
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Figure 7. Plant density (per m2) and standard deviation on various lava flow ages.
The highest density of plants is found on lava flows of ages between 40 and 45 years
old. R² = 0.7692.

A forward stepwise regression analysis was used to determine which ecological
variables were most significant predictors of plant size and density through ecological
time. Volcanic rock type, elevation, soil hydrology, annual rainfall, slope, aspect, and age
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of the lava flow were all calculated in ArcMap, and used in this analysis. Latitude and
longitude for each individual sampled were also calculated, but did not prove to be
significant during initial analysis and were omitted. Plant size was best predicted by soil
hydrology (p = <0.0001), lava age (p = 0.0152), elevation (p = <0.0001), and rock type (p
= 0.0222; Table 1). Aspect and mean annual rainfall were not significant for predicting
plant size in this system. Fit diagnostics for plant size indicate a few existing outliers
within the dataset, but the overall fit of the model is appropriate. Outliers were
maintained to capture ecological variation from multiple volcanic regions on The Big
Island. The suggested R2 value is 0.3749 (Figure 6, which is the proportion of the
variance in size that is predictable from different ecological variables. All ecological
variables tested: lava age (p = <0.0001), elevation (p = 0.0001), rock type (p = 0.0032),
soil hydrology (p = 0.0016), aspect (p = 0.0013), and mean annual rainfall (p = 0.0129)
were significant for predicting plant density (Table 2). Fit diagnostics for plant density
also indicate the presence of a few outliers, but the overall fit of the model is appropriate.
These outliers were maintained to account for ecological variation from multiple regions
on The Big Island. The regression model suggested an R2 value of 0.3906 (Figure 8).
Table 1. Summary of forward selection (Size). The variables: soil hydrology,
lava age, elevation, and rock type were the only variable that were statistically
significant predictors for plant size.
Variable
entered

Number
Vars In

Model
R-Square

C(p)

F Value

Pr > F

1

Partial
RSquare
0.1802

Soil hydrology

0.1802

41.7940

34.50

<.0001

Lava age

2

0.0305

0.2107

36.4724

6.03

0.0152

Elevation

3

0.1349

0.3456

6.0851

31.96

<.0001

Rock type

4

0.0219

0.3675

2.8269

5.33

0.0222

Aspect

5

0.0050

0.3725

3.6237

1.22

0.2707

Mean annual rainfall

6

0.0024

0.3749

5.0510

0.58

0.4475
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Table 2. Summary of forward selection (plant density). All ecological variable
examined were statistically significant for predicting plant density.
Variable
entered

Number
Vars In

Partial
R-Square

Lava age
Elevation
Rock type
Soil hydrology
Aspect
Mean annual rainfall

1
2
3
4
5
6

0.1579
0.0752
0.0419
0.0457
0.0445
0.0254

Model
RSquare
0.1579
0.2332
0.2751
0.3208
0.3653
0.3906

C(p)

F Value

Pr > F

51.0319
34.6273
26.3732
17.1916
8.3030
4.0947

29.45
15.30
8.96
10.36
10.73
6.33

<.0001
0.0001
0.0032
0.0016
0.0013
0.0129
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Discussion
Plant size and density on recent lava flows are important factors that help
researchers describe the progression of colonization, establishment, and senescence of D.
scabra populations on The Big Island. Plant size should indicate overall plant age, while
plant density in this system should describe the time since colonization, population
establishment, and overall decline of plant populations. We expect a larger number of
colonizing individuals on recent lava flows, and a smaller number of large established
individuals on older lava flows. We found a higher density of individuals of D. scabra on
recent lava flows (R² = 0.7692), and larger plants on older flows (R² = 0.4439). The
highest density of individuals occurs on lava flows that are about 45 years old (Figure 7),
while the largest individuals are found on lava flows of that are about 100 years old
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(Figure 6). After about 50 years, D. scabra numbers begin to decline, but established
individuals continue to live for roughly another 100 years until they are likely
outcompeted or die. Evidence of an increase in vegetation cover could imply progress of
primary succession and competition between colonizing and later seral species on lava
flows. However, available GIS vegetation information (e.g. normalized difference of
vegetation index – NDVI) does not have a resolution adequate enough to determine
changes in vegetation cover in habitats with a small area. With the available data, it is
likely that changes in soil type, hydrology, and aging lava flows facilitate population
decline instead of direct competition with other species. This study also indicates that D.
scabra may be shorter lived than previously thought, and in most cases, individuals
survive for roughly 150 years.

PLANT SIZE

Figure 10. Generalized model of plant abundance over time since colonization. The
abundance of D. scabra increases until about 50 years where plant density is highest.
Populations begin to decline while a few individuals remain until they are
outcompeted or die.

Lava age, elevation, soil hydrology, aspect, rock type, and mean annual rainfall
were all significant factors for predicting plant size and density on recent lava flows
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(Tables 1 and 2). Lava age seems to be one of largest predictors of both plant density and
plant size, indicating patterns associated with the time since volcanic disturbance.
Elevation also is significant at predicting size and density. Current predictions place this
species on recent lava habitats at elevations between 2,000 and 8,000 ft. (Naibauer
unpublished results). Rock type and soil hydrology are important factors that influence
water availability within volcanic substrates. Rough and chunky lava (a’a) contains large
expanses of air between rocks. This type of lava drains quickly compared to the smooth
pahoehoe lava that has less air gaps and holds more water. Large crevices also prevent
seeds from germinating and limit successful colonization and establishment on a’a flows.
Dubautia scabra is a species that requires large quantities of water to collect in slow
draining volcanic rock. The distribution of this species occurs mainly in areas that receive
an annual mean rainfall between 2,500 and 6,000 mm (Naibauer unpublished results). It
is a bit surprising to find that mean annual rainfall is only a significant factor in
predicting plant density on certain lava flows.
Patterns of colonization and population establishment similar to the one presented
here have also been seen in other regions of the world. Primary succession of glacier
forelands of has been studied in various northern regions, including: Norway (Whittaker
1993), coastal Alaska (Boggs et al. 2010), and northwestern Washington state (Jones and
del Moral 2009; del Moral et al. 2012). In most studies, colonization is initiated by a few
species. After colonization, overall plant diversity and number increases. Eventually, the
initial colonizing species are outcompeted, and later successional stage species become
more abundant. For example, after de-glaciation events in Norway, clumps of the initial
colonizer, Saxifraga caespitosa, were more frequent during the first 30 years of
succession (Whittaker 1993). After 30 years, the overall frequency of Saxifraga
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caespitosa decreased, and larger and more vigorous shrub and tree specimens were most
frequent. Alaskan flood plains witness four main vegetation shifts (determined by species
dominance) within 100 years after disturbance (Walker et al. 1986). Sand bars were
initially established by aspens and then willows, then by alder and finally spruce species
as the original colonizing species met individual longevity and greater competition.
Following glacial retreat in Glacial Bay National Park and Preserve, Alaska, it took
between 137-246 years for alpine forbs and grasses to be dominated by larger shrubs and
late-seral trees (Boggs et al. 2010). Relative to these studies, D. scabra acts as the initial
colonizer on The Big Island to break up substrates and provide habitat for species in
later-seral stages. Overtime, D. scabra will be outcompeted, and larger shrubs and trees
will encroach on newly developed habitat.
Species cycling and landscape succession is an important part of the development
on the Hawaiian Islands. After volcanic eruption, barren lava flows are colonized, broken
up, and then utilized by numerous species. As volcanoes continue to erupt, new habitats
and islands emerge and the process starts again. Each species has an important role in the
development and changes within its community. Dubautia scabra is one of the first
colonizers of barren lava flows, and is one of the only species that can initiate the
succession of lava flows. Dubautia scabra works by breaking up lava flows into soil for
about 150 years before it is outcompeted. Within this time, D. scbara also provides
habitat and microsites for other colonizing species. As other lava flows become available,
D. scabra will colonize that new region of the island, and start the long process of
primary succession again
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CHAPTER III
SPATIAL COMPONENTS OF COLONIZATION
AND GENE FLOW IN METAPOPULATIONS
Introduction
The Hawaiian Silversword Alliance (HSA) is a small group of plants endemic to
the Hawaiian Islands. This group is mostly known for its ability to readily adapt to
changing physiological and ecological factors. Adaptive Radiation as the result of this
ability has led to an array of morphologically and ecologically distinct species (Friar et al.
2006). Members of the HSA range in morphology from lianas and small cushion plants,
to shrubs and even trees (Carr 1985). The HSA is divided into three genera:
Argyroxiphium DC., Dubautia (DC.) D.D. Keck, and Wilkesia A. Gray, and is composed
of roughly 30 species that are recognized today (Carr 1985). The genus Dubautia is the
largest and most diverse genus in the Alliance. Dubautia species are located on all
islands, with individual species generally being endemic to one or two of the major
islands. These species also have the most variation in morphology and physiology within
the HSA. Suitable habitats for Dubautia species can range from barren lava flows to wet
rainforests or alpine mountain slopes. Plant physiologies in various regions of the islands
must be able to tolerate vast differences in water availability, temperature gradients, and
seasonal changes (Robichaux 1984).
speciation and interesting patterns within the genetic diversity of the HSA and
Dubautia (Friar et al. 2006). Generally, after a few successful colonization events, the
overall genetic diversity within a population is limited compared to the source population
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(Nei et al. 1975). Over time, population growth (Ilves et al. 2015), accumulation of novel
mutations (Gompert et al. 2014), and hybridization (Friar et al. 2008) provide the
potential for unique evolutionary trajectories (Green et al. 2012). Although the colonizing
ancestor of the HSA landed in Hawaii about 5 million years ago (Baldwin and Sanderson
1998), overall genetic variation within the group remains low (Witter and Carr 1988;
Baldwin et al. 1991), suggesting there are other ecological factors that also play a large
role in species diversification.
Due to the lack of genetic divergence within the HSA, hybridization and
ecological differentiation have been the leading drivers of speciation (Friar et al. 2006;
Friar et al. 2008; Garcia-Verdugo et al. 2013). About 75% of all possible artificial or
natural crosses have been made within the HSA independent of genus or species (Carr
1985). The species within Dubautia tend to maintain higher levels of genetic affinity.
Limited divergence within this genus has led to numerous hybridization events where
habitats overlap, and numerous hybrid species are formally recognized (Carr and Kyhos
1981; Carr 1985). Ecological differences on various islands are arguably one of the most
important factors in the adaptive radiation of Dubautia, playing a huge role in what we
know about speciation within this group. Inter-island dispersal and exploitation of new
ecological niches usually results in a burst of speciation. Within the genus, speciation has
occurred so quickly that there hasn’t been enough time for much genetic divergence to
accumulate (Witter and Carr 1988; Friar et al. 2006).
Dubautia scabra (DC.) D.D. Keck is endemic to Maui-Nui and The Big Island,
and has two subspecies: D. scabra ssp. scabra and D. scabra ssp. leiophylla (A. Gray)
G.D. Carr which are believed to be less than one million years old (Baldwin and
Sanderson 1998). Dubautia scabra ssp. scabra is a small shrub that grows in volcanic

42
and rocky substrates, while D. scabra ssp. leiophylla has longer and more vine-like
branches and is found in forested habitats. The distinctions between species are not well
resolved, however. Vague taxonomic and ecological descriptions, and a wide array of
phenotypic plasticity have made identification in the field difficult.
Dubautia scabra ssp. scabra (hereafter D. scabra) is the first angiosperm
colonizer of recent lava flows, and is characterized as a small sub-shrub, with whorled
leaves, and unusual (for the genus) white flowers. Dubautia scabra has been documented
appearing on lava flows in as little as two years after lava cools (Smather and MuellerDombois 1972), but is mostly established within ten years (Smather and MuellerDombois 1972; Carr 1985; Friar et al. 2008). This species is found in habitats at an
elevation between 2,000 and 8,000 ft. that receive an annual mean rainfall between 2,500
and 6,000 mm (Naibauer unpublished results). Dubautia scabra grows well where water
collects in the porous volcanic rock, which is important for successful seed establishment
(Carr 1985). Once established, plant populations can live for upward of 200 years.
Current populations of D. scabra on The Big Island are scattered over a patchy
network of recent lava flows. In general, patchy habitats could create barriers for species
dispersal into new areas of suitable habitat leading to genetic differentiation and
population structure. Dubautia scabra is a disturbance follower, however, and
colonization to recent lava flows most likely occurs through immigration in metapopulations. Little is known about how the distribution of suitable habitat impacts
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or gene flow and dispersal throughout the meta-population. As new volcanic eruptions
create suitable habitat, colonization and establishment of new populations should become
possible. Lava flows could also act as corridors between meta-populations, and the source
and direction of seed dispersal can be determined.
Chapter III describes the spatial components of colonization and gene flow
observed through a genetic investigation across large areas and populations. This study
uses nuclear microsatellites to describe relationships within and among populations.
Population structure should reflect time since colonization, gene flow between
populations, and allow us to distinguish between source and sink populations. This
genetic investigation should also be able to determine the total genetic diversity within
populations from both Maui and The Big Island.
Methods
Dubautia scabra is a morphologically variable species with a wide distribution on
Maui and The Big Island. Plants were sampled from The Big Island from three main
volcanic regions; Hawaii Volcanos National Park (HAVO), Hawaiian Ocean View
Estates (HOVE), and Saddle Road (SR; Figure 11). DNA was collected from 20
populations, and DNA from three other populations that were sampled for a previous
study in the early 2000’s from Saddle Road, Hawaii Volcanos National Park, and Maui
were included (Table 3; Friar et al., 2008). Samples from Maui were included in order to
determine the overall genetic diversity within the species on Maui and The Big Island.
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SR

HAVO

Figure 11. The main volcanic regions on The Big Island. Individuals were sampled
from Hawaii Volcanos National Park (HAVO; red), Hawaiian Ocean View Estates
(HOVE; purple), and Saddle Road (SR; blue).
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Table 3. Individuals were sampled from Hawaii Volcanoes National Park (HAVO),
Hawaiian Ocean View Estates (HOVE), and Saddle Road (SR).
Island

Region

Hawaii Volcanoes National Park

Hawaii

Saddle Road

Hawaii Ocean View Estates
Maui

Olinda

Flow Date

Population Name

N

1410-60
1959

HAVO_1410-60-2
HAVO_1959-2

11
12

1974

HAVO_1974-2

6

1974
1969-71

HAVO_1974-3
HAVO_1969-71-1

6
12

1969-71
1969-71

HAVO_1969-71-3
HAVO-OLD (Friar et al. 2008)

12
12

1972-74
1972-74

Pu'u huluhulu -3
HAVO_1972-74-5

12
12

1972-74

HAVO_1972-74-7

12

Pu'u huluhulu -1 (Friar et al. 2008)

12

1855
1855

SR_1855-1
SR_1855-2

11
11

1984
1880-81

SR_1984-1
SR_1880-81-2

12
12

1880-81
1880-81

SR_1880-81-3
SR_1880-81-4

12
12

1935
TPR 1852

SR_1935-1
TPR-1

12
12

TPR

TPR-2

12

1916
1887

Kahuku
HOVE_1887

3
12

Maui (Friar et al. 2008)

12

Deoxyribonucleic Acid (DNA)
Extraction
Leaf tissue was collected from the field, frozen, and shipped to the University of
Northern Colorado where it was stored at -20°C until the DNA could be extracted. DNA
was extracted from 283 individuals using a modified CTAB
(Cetyltrimethylammonium Bromide) extraction protocol (Doyle and Doyle 1987). This
protocol was modified specifically for members of the HSA due to a high quantity of
secondary compounds and phenols present in the leaf tissue (Friar 2005).
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Microsatellite Marker Design
Isolation of new microsatellite loci was performed following the subtractive
hybridization method of Hamilton et al. (1999) with some modifications using multiple
Dubautia species; D. scbara, D. ciliolata, and D. laxa. Digested DNA was enriched for
eight oligonucleotide repeats (AC)15, (AT)15, (CG)15, (CCG)10, (AAC)10, and (CAC)10.
Fragments were cloned using pBluescript II SK-Phagemid vector and the XL1-Blue
MRF’ bacterial host strain (Agilent Technologies). Color-positive clones were screened
for microsatellite regions using a membrane based “dot blot” method (Glenn and Schable
2005) and the Phototope chemiluminescent detection system (New England Biolabs).
Positive clones were screened for insert size by PCR using a Master Cycler ProS
(Eppendorf). The 20µl reactions contained 1µl template DNA, 0.80µM each of primers
T3 and T7 (Integrated DNA Technologies), 1x Thermopol Reaction Buffer (New
England Biolabs), 200µM of each dNTP, and 0.20 units of GoTaq Flexi DNA
Polymerase (Promega). Clones that exhibited a single amplified band of 400-1000 bp
were cleaned using enzymatic cleanup procedure outlined by Fermentas Molecular
Biology (Werle et al. 1994) and sequenced using the T3 primer and BigDye Terminator
version 3.1 Cycle Sequencing Kit (Applied Biosystems) in 1/16 volume reactions.
Sequences were electrophoresed on a 3730 Genetic Analyzer (Applied Biosystems). For
inserts containing a di- or tri-nucleotide microsatellite motif, the T7 primer was used to
generate a complementary reverse sequence. All sequences were aligned using
GENIOUS 8.1.8 (Biomatters Ltd.).
The fragments were analyzed for microsatellite containing three or more repeating
units. Of the 20 sequenced fragments, nine were suitable for primer design. Primers were
designed using PRIMER 3 (Rozen and Skaletsky 2000). One primer of each pair was
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designed with a common tag at the 5’ end following the procedure of (Boutin-Ganache et
al. 2001). Three common tags were used: M13R (AGGAAACAGCTATGACCAT), T7
(GCTAGTTATTGCTCAGCGG), and CAGT (ACAGTCGGGCGTCATCA). Three of
the 9 primers amplified variable loci consistently. Loci were paired and amplified with a
common tag containing one of three fluorescent dyes; 6-FAM, PET, or VIC (Applied
Biosystems).
Primer Optimization and Polymerase
Chain Reaction (PCR)
The nine microsatellite loci designed for this study and an additional eight loci
designed for a previous study (Friar et al. 2008) were amplified and optimized in 12µl
reactions using the Fluorescent Tag Microsatellite PCR Protocol (Glenn and Schable
2005). The primer pairs were optimized for annealing temperature and magnesium
concentrations (MgCl2 or MgSO4). The reaction mix included 1µl genomic DNA, 0.60µl
non-tagged primer (5µM), 0.60µl tagged primer (0.50µM), 0.70 dNTP mixture (at 2.5
mM), 0.06µl Taq Polymerase (Promega, Madison, WI, USA), 2.4µl GoTaq Flexi Buffer
(Promega, Madison, WI, USA), 0.60µl fluorescent tag (5µM; M13 tag with 6-FAM,
PET, or VIC dye). The remaining 6.04µl included various amounts of MgCl2 or MgSO4
and diH2O. Optimized amplification conditions are shown in.
PCR was completed on an Eppendorf Mastercycler ProS (Hamberg, Germany).
An initial five-minute denaturing step was followed by 35 amplification cycles.
Amplification cycles consist of a 1-minute denaturing step at 95°C, 1 minute of annealing
at the primer specific temperatures, and 1 minute of an extension period at 72°C. Once
the 35 cycles were complete, the product was held at 4°C. Amplification products were
visualized on a 1% agarose gel. The fluorescently labeled PCR products were
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multiplexed and analyzed on a 3730 Genetic Analyzer at Arizona State University.
Products were loaded along with Hi-Di formamide and LIZ 500 size standard (Applied
Biosystems). GENIOUS 8.1.8 was used to score variable fragment sizes. Of the nine
microsatellite loci designed for this study, four were variable. Three microsatellite loci
from the previous study were variable, resulting in seven variable loci for this research
project (Table 4).

Table 4. Primers used for this study. MKMS2, AP3MS3, and 42-2 were developed from
Friar et al. 2000. DULA_90BS, DUSC_116S, DUSC_140A, DUSC_140B were
developed for the completion of this study.
DN MgCl2
Anneal
Fragment
Primer
Label
Repeat Unit
A
Temp.
Size (bp)
MKMS2
HEX
1ul
52.9
137
(AG)n
MgCl2
3 µl
145
6AP3MS3
1µl
57.4
90,92
(A)n
FAM
MgCl2
2 µl
94
42-2
HEX
1µl MgCl2
55.1
119
(AC)n
3 µl
124
227,
DULA_90BS VIC
1 µl MgCl2
55.1
229,231,
(TC)9
4 µl
233,235
DUSC_116S
PET
1 µl MgCl2
52.9
136, 139,
(ACA)7
2 µl
142, 145
6MgSO
DUSC_140A FAM 1 µl
4
61.7
178
(AGATAT)4
2.5 µl
186
MgSO
DUSC_140B
PET
1 µl
4
57.4
122
(TAA)8
1.5 µl
125
GENALEX ver. 6.503 (Peakall and Smouse 2012) was used to calculate deviation
from Hardy-Weinberg Equilibrium (HWE), average number of alleles (A), effective
number of alleles (Ae), observed heterozygosity (Ho), expected heterozygosity (He),
inbreeding coefficient (FIS), and pairwise genetic distance (FST) between populations.
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GENALEX was also used to generate a principle components analysis (PCoA). Principle
component analysis is a multivariate analysis that assigns spatial structure to components
of biological processes, including genetic diversity.
Population structure was analyzed using the Bayesian clustering analysis software
program STRUCTURE ver. 2.3.4 (Pritchard et al. 2000). Burn-in and run lengths of
50,000 replicates were used for each STRUCTURE analysis. The number of inferred
populations (K) was determined using STRUCTURE HARVESTER (Earl and vonHoldt
2012). STRUCTURE HARVESTER is a web-based program designed to estimate the
rate of change of K as the number of groups is increased from multiple iterations using
the Evanno method (Evanno et al. 2005). This method uses an algorithm that compares
the rate of change of log-likelihood values between successive K values over consecutive
iterations. This allows a K value to be assigned based on the greatest rate of change and
the graphs generated indicate which number of genetic groups (K) best fit the data (Earl
and vonHoldt 2012).
EDENetworks (Kivela et al. 2015) was used to create a network analysis based
off the genetic distance from microsatellite data. Network analysis are used to infer
patterns of gene flow among and between populations. Thresholds are generated
automatically in order to determine the shortest genetic distance between the most related
individuals. EDENetwork does this by calculating which individuals are the most
different using a stepwise mutational model, then assigning genetic distance on a scale
from 0 to the automatically generated threshold value. A higher threshold suggests there
is a high value of genetic relationships and connections between the individuals within
the dataset. A lower threshold removes those connections so that only the most related
individuals are shown. Threshold may also be set manually by the user in order to
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determine which individuals are the most related. The manual thresholds used for this
analysis are 0.5.
BayesAss ver. 3.04 was used to infer gene flow between populations (Wilson and
Rannala 2003). BayesAss is a Markov chain Monte Carlo (MCMC) analysis that
determines the probability of migration rates, an individual’s immigrant ancestry, and the
generation in which immigration to a new location occurred. Proposed changes for
specific parameters such as rate of migration, allele frequencies, and inbreeding
coefficients can be fine-tuned in order to extract the most information from the dataset.
The number of iterations was set to 50,000,000, while the number of burn-ins was set to
500,000. Every 1,000 iterations were analyzed.
BOTTLENECK ver. 1.2.02 (Piry et al. 1999) was used to detect recent reductions
in effective population size. An excess in heterozygosity for rare alleles was assessed by
Wilcoxon’s sign rank test across all loci within a population (Riley et al. 2010).
Populations were considered to have undergone a genetic bottleneck if the probability of
the two-phase model (TPM) was <0.05 with 1000 iterations. TPM uses a combination of
an infinite allele model (IAM) and stepwise mutation model (SMM) to test for
bottlenecks. The TPM model was used following the settings recommended by the
authors, where 95% single-step mutation and 5% multiple-step mutations (Piry et al.
1999).
Results
DNA extraction was 100% successful from all sampled populations. Seven
microsatellite loci were variable and polymorphic among populations. Locus by
population analyses revealed 27 out of 154 comparisons were outside of HWE (p < 0.01).
Deviation from HWE is expected as D. scabra is self-compatible. Additional causes of
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deviation from HWE include small populations sizes and overlapping generations.
Thirty-six of the 154 comparisons revealed monomorphic loci, indicating that all
individuals in a population are identical at one locus.
Diversity statistics are shown in Table 5. The average number of alleles for each
population ranged from 1.714 - 2.571. The average number of effective alleles for all
regions was 1.481. Observed heterozygosity ranged between 0.167 and 0.393, and was
lower than the expected heterozygosity, which ranged from 0.161 - 0.359. The inbreeding
coefficient for all populations ranged from -0.153 - 0.339. SR and HAVO show low to
moderate levels of inbreeding, while HOVE and Maui do not. Moderate levels of
inbreeding are not uncommon in species that are self-compatible, however.
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Table 5. Genetic diversity statistics generated for 7 microsatellite regions.
Population

Bottleneck

TPR-1

Mean

N

A

Ae

Ho

He

FIS

12

2.143

1.607

0.333

0.324

-0.065

0.261

0.183

0.081

0.079

0.090

2.429

1.534

0.250

0.315

0.319

0.369

0.129

0.103

0.067

0.229

2.143

1.581

0.286

0.286

0.24

0.341

0.233

0.140

0.094

0.264

2.429

1.413

0.214

0.231

0.078

0.429

0.182

0.098

0.082

0.132

2.286

1.655

0.250

0.294

0.230

0.360

0.292

0.114

0.100

0.164

2.143

1.474

0.210

0.270

0.339

0.404

0.159

0.093

0.082

0.186

2.143

1.503

0.312

0.295

-0.013

0.261

0.149

0.101

0.068

0.191

2.143

1.448

0.208

0.234

0.028

0.404

0.215

0.068

0.088

0.072

2.143

1.602

0.393

0.347

-0.116

0.143

0.135

0.083

0.057

0.105

2.222

1.535

0.273

0.288

0.116

0.319

0.169

0.091

0.074

0.150

2.286

1.495

0.274

0.264

0.011

0.286

0.204

0.099

0.083

0.117

1.714

1.422

0.286

0.254

-0.153

0.184

0.141

0.087

0.074

0.114

2.000

1.4585

0.28

0.259

-0.071

0.235

0.173

0.093

0.078

0.116

1.714

1.400

0.167

0.161

-0.084

0.421

0.311

0.095

0.097

0.041

SE
TPR-2

Mean

SR_1984-1

Mean

12

SE
12

SE
SR_1880-81-4

YES

Mean

12

SE
SR_1880-81-3

Mean

12

SE
SR_1880-81-2

Mean

12

SE
SR_1855-2

Mean

11

SE
SR_1855-1

Mean

11

SE
puu_huluhulu-1

Mean

12

SE
SR TOTAL

Mean

11.778

SE
HOVE_1887

Mean

12

SE
KAHUKU

Mean

3

SE
HOVE TOTAL

Mean

7.5

SE
MAUI

Mean
SE

10

53
Table 5. Continued
Population
HAVO_1972-74-7

Bottleneck
Mean

N

A

Ae

Ho

He

Fis

12

2.286

1.644

0.333

0.346

0.065

0.286

0.175

0.083

0.074

0.127

2.000

1.456

0.238

0.249

0.298

0.309

0.185

0.113

0.086

0.246

2.571

1.677

0.298

0.359

0.381

0.202

0.190

0.110

0.067

0.221

2.286

1.601

0.321

0.333

0.167

0.286

0.161

0.102

0.073

0.174

2.143

1.483

0.214

0.267

0.255

0.340

0.180

0.099

0.083

0.204

2.571

1.526

0.226

0.316

0.286

0.202

0.128

0.096

0.058

0.200

2.143

1.491

0.167

0.239

0.202

0.404

0.238

0.077

0.097

0.116

2.00

1.456

0.299

0.260

-0.139

0.309

0.162

0.097

0.081

0.038

1.714

1.553

0.214

0.215

-0.030

0.360

0.323

0.120

0.114

0.128

2.190

1.543

0.256

0.287

0.165

0.258

0.171

0.089

0.072

0.142

N

A

Ae

Ho

He

FIS

11.286

2.035

1.481

0.245

0.248

0.103

0.067

0.040

0.020

0.017

0.035

SE
HAVO_1974_2+3

Mean

12

SE
HAVO-OLD

Mean

12

SE
HAVO_1969-71-5

Mean

12

SE
HAVO_1969-71-3

Mean

12

SE
HAVO_1969-71-1

Mean

12

SE
HAVO_1959-2

Mean

12

SE
HAVO_1410-60

Mean

11

SE
puu_huluhulu-3

Mean

12

SE
HAVO TOTAL

Mean

10.805

SE

Grand Total

Mean
SE

Pairwise genetic differentiation (FST) for each region (Table 6) and pair of
populations (Table 7) were calculated in GENALEX. Lower FST values (<0.05) indicate
very little genetic differentiation between individuals or groups. An FST value of 0.050.15 might indicate a small amount of genetic differentiation. Any FST value between
0.16-0.30 should indicate populations that have moderate to high amounts of genetic
differentiation. Some research has suggested that an FST value > 0.15 supports taxonomic
separation of species (Long and Kittles 2009). For populations and regions, low FST
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values (<0.05) are highlighted as green, moderate FST values have been highlighted as
yellow, and High FST values (>0.14) have been colored red. SR, HOVE, and HAVO are
the most genetically similar. Populations on Maui are the most different. Individuals from
SR and HAVO generally have lower FST values indicating less genetic differentiation.
Individuals from Maui and Kahuku (HOVE) have moderate to high FST values.

Table 6. Pairwise FST values for regions with
low values (<0.05) are highlighted in green and
high values highlighted in red.
SR

HOVE

HAVO

0.007

HOVE

0.003

0.013

0.161

0.143

HAVO
0.172

MAUI
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Table 7. Pairwise genetic differentiation (Fst) for each pair of populations with all values are color coded: green (<0.05),
yellow/orange (0.05-0.30), and red (>0.30).
HAVO_14
10-60

HAVO_19
59-2

HAVO_19
69-71-1

HAVO_19
69-71-3

HAVO_19
69-71-5

HAVO_19
72-74-5

HAVO_19
74_2+3

HAVO_O
LD

puu_huluh
ulu-3

HOVE_18
87

KAHUKU

puu_huluh
ulu-1

SR_18551

SR_188081-2

SR_188081-3

SR_18552

SR_188081-4

SR_19841

TPR-2

TPR-1

TPR-2

0.053

SR_1984-1

0.061

0.032

0.078

0.042

0.025

0.039

0.052

0.026

0.037

0.067

0.046

0.010

0.045

0.031

0.087

0.031

0.033

0.021

0.053

0.060

0.079

0.039

0.023

0.021

0.045

0.038

0.028

0.021

0.040

0.052

0.063

0.039

0.059

0.067

0.063

0.148

0.056

0.095

0.097

0.149

0.120

0.073

0.089

0.125

0.056

0.032

0.007

0.021

0.027

0.015

0.035

0.018

0.047

0.086

0.102

0.081

0.034

0.053

0.059

0.028

0.082

0.038

0.087

0.166

0.030

0.030

0.047

0.043

0.043

0.030

0.063

0.049

0.064

0.039

0.105

0.045

0.100

0.070

0.049

0.025

0.032

0.041

0.041

0.039

0.021

0.060

0.104

0.020

0.041

0.060

0.051

0.042

0.022

0.033

0.035

0.028

0.039

0.040

0.043

0.099

0.020

0.048

0.030

0.036

0.025

0.020

0.023

0.038

0.030

0.035

0.040

0.037

0.029

0.069

0.019

0.067

0.024

0.033

0.028

0.026

0.058

0.051

0.053

0.019

0.062

0.076

0.069

0.036

0.175

0.049

0.094

0.030

0.070

0.052

0.041

0.019

0.036

0.035

0.043

0.029

0.037

0.062

0.050

0.023

0.108

0.027

0.060

0.031

0.048

0.027

0.021

0.025

0.077

0.052

0.024

0.036

0.038

0.032

0.044

0.017

0.064

0.111

0.018

0.026

0.072

0.007

0.039

0.038

0.070

0.050

0.056

0.037

0.009

0.030

0.022

0.021

0.037

0.021

0.047

0.103

0.008

0.043

0.047

0.021

0.029

0.021

0.052

0.035

0.017

0.283

0.152

0.175

0.227

0.257

0.181

0.180

0.165

0.237

0.121

0.165

0.231

0.250

0.203

0.166

0.181

0.302

0.199

0.202

SR_1880-81-4
SR_1855-2
SR_1880-81-3
SR_1880-81-2
SR_1855-1
puu_huluhulu-1
KAHUKU
HOVE_1887
puu_huluhulu-3
HAVO_OLD
HAVO_1974_2+3
HAVO_1972-74-5
HAVO_1969-71-5
HAVO_1969-71-3
HAVO_1969-71-1
HAVO_1959-2
HAVO_1410-60
0.181

MAUI
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A PCoA for all individuals is shown in Figure 12. The variation represented by
Coordinates 1 (22.66%) and 2 (14.95%) are shown. Coordinate 3 is not shown, but
represents 13.98% of the variation. The HAVO populations are outline in red, HOVE in
purple, Maui in green, and SR in blue. The circles represent 95% confidence intervals.
Populations from The Big Island; HAVO, HOVE, and SR do not form distinct clusters,
while the individuals from Maui form a tight cluster together that is separated from

(14.95%)

HAVO and SR.

SR
HOVE
HAVO
MAUI

(22.66%)

Figure 12. Principle Coordinate Analysis (PCoA) showing the spatial genetic
variation between 22 populations on The Big Island and Maui. Coordinate 1
shows 22.66% of the variation, coordinate 2 shows 14.95% of the variation.
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Bayesian cluster analyses using STRUCTURE were run for all individuals from
the 22 sampled populations. The number of inferred populations (K) were examined from
K=1 to K=22 to determine the most likely number of genetic clusters. STRUCTURE
HARVESTER determined that K=2 is the most probable genetic assignment for the
dataset (Figure 12). The complete STRUCTURE analysis did not split populations by
geographical distribution or island (Figure 13). Most individuals were a mix of two
genetic assignments, with no real patterns to differentiate between population, or region
on The Big Island. Maui stands out as having most of genetic assignment to the blue
group, which has a lower frequency in Big Island individuals.

Figure 13. STRUCTURE HARVESTER data indicating the rate of change likelihood
calculated using the Evanno et al. (2005) method for each K value assigned. Genetic
assignment of K=2 shows the highest probability.
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Figure 14. Bar plot images from STRUCTURE analysis indicating inferred
population assignment for 283 individuals in 22 populations. K=2 was
determined as the highest probability of genetic assignment.
Microsatellite data from The Big Island was used to complete EDENetwork
analyses in order to determine meta-population dynamics, including source/sink
populations and evidence of gene flow between populations. This analysis used seven
microsatellite loci to automatically generate a percolation threshold value for relatedness.
The automatically generated threshold was 39.5, suggesting that most individuals on The
Big Island shared a high degree of genetic relatedness. The threshold was lowered
manually to 0.50 in order to determine which individuals are the most related (Figure 15).
The colored nodes represent individuals within a population that are connected by edges.
Green edges represent high gene flow, while blue edges represent less gene flow. The
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populations with the most gene flow are SR-HAVO and SR-HOVE. This could imply
that SR acts as a current source population on The Big Island.

SR

HAVO
HOVE

Figure 15. EDENetwork microsatellite analysis of D. scabra populations on The Big
Island. Percolation threshold = 0.5.

Migration rates inferred by BayesAss suggest that approximately 68% of gene
flow is occurring within individual populations (data not shown). The remaining 32% of
gene flow was split evenly between other populations, with no bias for region or island.
This suggests that the current set of microsatellites do not provide enough data to infer bidirectional rates of migration. The number of migrants (inferred from Fst) suggests that a
large amount of migration occurs between regions on The Big Island. SR-HOVE has
33.143 migrants per generation. SR-HAVO has 88.350 migrants per generation, and
HOVE-HAVO has 19.014 migrants per generation. All regions share less than 2
migration events per generation with populations on Maui.
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Evidence of genetic bottlenecks were assessed using BOTTLENECK (Piry et al.
1999). The TPM was used to determine that no recent large reductions in effective
population size could only be detected in one population (SR 1880-81-4; Table 5).
Patterns of diversity on lava flows of various ages were analyzed in order to determine if
flow age impacted genetic diversity within the species. Over time, the number of alleles,
number of expected alleles, observed heterozygosity, and expected heterozygosity do not
change as lava flows get older (Figure 15). The inbreeding coefficient does tend to
decrease over time (R2 = 0.2578), suggesting that some effects of inbreeding are
alleviated through additional colonists and gene flow from other populations. The
inbreeding coefficient is lowest on lava flows that were formed just over 150 years ago.

61

A
3.000

1.700
1.650

Number of Effective Alleles

Number of Alleles

2.500
2.000
1.500
1.000
0.500

1.600
1.550
1.500
1.450
1.400
1.350

0.000
0

50

100

150

0

200

Ho

100

150

200

y = -0.0002x + 0.2945
R² = 0.0373

He

y = 0.0001x + 0.2505
R² = 0.0131

0.350

50

Years Since Lava Flow Formation

Years Since Lava Flow Formation

0.400
0.350

Expected Heterozygosity

0.300

Observed Heterozygosity

y = -0.0005x + 1.5741
R² = 0.1037

Ae

y = 7E-05x + 2.1842
R² = 0.0002

0.250
0.200
0.150
0.100
0.050

0.300
0.250
0.200
0.150
0.100
0.050

0.000

0.000
0

50

100

150

200

Years Since Lava Flow Formation

0

50

100

150

200

Years since Lava Flow Formation

y = -0.0015x + 0.269
R² = 0.2578

Fis
0.500

Inbreeding Coefficient

0.400
0.300
0.200
0.100
0.000
0

50

100

150

-0.100
-0.200

200

Figure 15. The number of alleles (A), number of
effective alleles (Ae), observed heterozygosity (Ho),
expected heterozygosity (He), and inbreeding
coefficient (Fis) plotted against the number of years
since the lava flow was formed for each population. The
number of alleles and observed heterozygosity do not
increase as populations get older. The inbreeding
coefficient does tend to decrease as populations get
older (R² = 0.2578).

Years since Lava Flow Formation

Figure 16. The number of alleles (A), number of effective alleles (Ae), observed
heterozygosity (Ho), expected heterozygosity (He), and inbreeding coefficient (FIS)
plotted against the number of years since the lava flow was formed for each
population. The number of alleles and observed heterozygosity do not increase as
populations get older. The inbreeding coefficient does tend to decrease as
populations get older (R² = 0.2578).
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Discussion
Dubautia scabra is split into two subspecies, which stretch across a wide
distribution on Maui and The Big Island. Three main volcanic regions on the Big Island
(SR, HOVE, and HAVO) and one population on Maui were sampled to infer overall
genetic structure of D. scabra. All major volcanic regions on The Big Island share FST
values that are <0.05 (Table 6), suggesting a low amount of genetic differentiation among
populations on the island. Maui is the only region with pairwise FST values >0.05,
reaching as high as 0.172. This suggests considerable genetic differences exist between
islands. However, populations on The Big Island are so closely related, our ability to
determine patterns of genetic structure for the whole species becomes limited.
STRUCTURE could not differentiate between populations or regions on The Big Island,
but did suggest that Maui is reasonably different and likely shares ancestral genetic signal
with many individuals on The Big Island. The PCoA also confirms there is little
distinction between populations or regions on The Big Island. The population from Maui
does form a unique cluster, but all individuals sampled were from the same area. Any
genetic differences between populations on The Big Island and Maui can most likely be
attributed to the physical distance between the islands, as well as any genetic differences
that might occur between subspecies.
Diversity statistics show that there is moderate genetic variability within
populations, regions, and islands overall. All populations had similar number of alleles
(A) and number of effective alleles (Ae). Observed heterozygosity (Ho) was high in a few
populations from SR and HAVO, including; TPR 1 (0.333), HAVO 1972-74-7 (0.333),
and Pu’u huluhulu-1 (0.393). Observed heterozygosity was much lower in the Maui
population (0.167). We would expect that the population from Maui would have higher
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observed heterozygosity compared to regions on The Big Island because it is presumably
much older. The averages from all regions for observed heterozygosity and expected
heterozygosity were similar. The average value for FIS in all regions was 0.103, and was
the highest in populations from SR and HAVO. TPR2 and SR 1880-81-2 had an
inbreeding coefficient of 0.333 and 0.339, respectively. HAVO 1974 2+3 and HAVO
1972-74-5 had an inbreeding coefficient of 0.298 and 0.381, respectively. The population
at Kahuku (HOVE) was the only population that had a much lower FIS value at -0.153.
The time since colonization can play an important role in the genetic diversity of a
species. After a dispersal event to a new island or habitat, only a few genotypes are
passed to the new population, creating a genetic bottleneck. Overall genetic variation in
founding populations is generally limited and there is usually a decrease in the total
number of alleles and heterozygosity (Nei et al. 1975). Over time, genetic variation
should accumulate within a new population, creating a unique set of genotypes that differ
from the source population. Until genetic variation is able to accumulate, many
populations will experience inbreeding. As new populations grow, accumulation of
unique mutations increases overall genetic diversity and heterozygosity within
populations, reducing the effects of inbreeding. The rate of increase in genetic diversity is
usually related to the speed of population growth and the amount of genetic variation
carried over from the original colonization (Nei et al. 1975). As far as we can tell, current
populations of D. scabra are similarly diverse across lava flows of various ages (Figure
15). These populations share considerable gene flow, so detection of any increase in
genetic diversity through time is limited by the current microsatellite analysis.
Little genetic divergence over time has also been associated with other members
of the HSA, likely due to gene flow and introgression between species. A study using
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allozymes (Witter and Carr 1988) found that the HSA underwent a genetic bottleneck
after the initial colonization event from California, and still only contains half of the
genetic diversity of mainland source species. Over the past 5 million years, genetic
divergence has increased as lineages separate across the archipelago. Allozyme data also
suggested that additional genetic bottlenecks have been experienced as colonization
occurs on other islands or new habitats. For example, populations from younger islands
of D. laxa and D. linearis have lost alleles that are present in populations from older
islands (Witter and Carr 1988). Witter and Carr (1988) argue the lack of genetic
variability is due to recurring bottlenecks as species colonize new habitats and islands,
and insufficient time for new variation to accumulate before the next colonization event.
Other studies, including some that examine the levels of differentiation between
D. arborea and D. ciliolata (Friar et al. 2007; Lawton-Rauh et al. 2007; Remington and
Robichaux 2007) have noticed low to moderate genetic differentiation between species
within the genus Dubautia. Dubautia arborea and D. ciliolata are generally separated by
ecological barriers, but form an unusual hybrid complex where woodlands and
shrublands overlap. Low levels of differentiation were observed between the species
using AFLP markers and nucleotide sequence diversity from floral regulatory genes
(Lawton-Rauh et al. 2007). Moderate levels of genetic diversity have been seen between
pure populations of D. arborea and D. ciliolata using microsatellites (Friar et al. 2007).
However, pure and hybrid populations shared common alleles and had similar allele
frequency distributions. All of these studies (Friar et al. 2007; Lawton-Rauh et al. 2007;
Remington and Robichaux 2007) found overall genetic differentiation between species
was minimal, with the most genetic differentiation seen among populations of the same
species that were regionally isolated. Remington and Robichaux (2007) speculate that
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hybridization between the species is not a recent phenomenon, and has been occurring
where populations overlap since lineage divergence. Friar et al. (2007) suggests that little
gene flow and almost no introgression between the species could be due to limitation of
pollinators, seed dispersal, or localized gene flow between hybrid individuals. LawtonRauh et al. (2007) suggests that speciation was most likely driven by differential
pressures from the environment and population expansion rather than genetic
differentiation. Ecological speciation is a common attribute within the HSA where gene
flow is common, and may cause admixture between populations of multiple species
(Lawton-Rauh et al. 2003; Friar et al. 2006; Friar et al. 2007; Lawton-Rauh et al. 2007).
Gene flow between populations also plays a significant role in the amount of
genetic variation and the distribution of particular alleles. On The Big Island, gene flow
among populations is frequent. All FST values between populations were <0.05 indicating
a low level of genetic differentiation and a high level of relatedness. EDENetwork
suggests that all populations on The Big Island have a high volume of gene flow (Figure
14). The green edges demonstrated that the most gene flow occurs between SR-HOVE
and SR-HAVO. The number of migrants per generation was calculated for each
population from FST (data not shown), indicating that there are 33.143 migrants between
SR and HOVE, and 88.350 migrants between SR and HAVO. The one-migrant-pergeneration-rule suggests that one migrant per generation is sufficient gene flow to
minimize decreases in genetic diversity within subpopulations (Mills and Allendorf
1996), preventing substantial divergence among populations. The direction and rate of
gene flow was examined through BayesAss in order to determine which populations are
acting as source or sink populations. Migration rates inferred by BayesAss suggest that
for all populations approximately 68% of gene flow is within a population, while the
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remaining 32% of gene flow was split evenly between other populations, with no bias for
nearby region or island. This suggests that gene flow rates among all populations are high
and that the current set of microsatellites do not provide enough data to infer bidirectional rates of migration at a fine scale.
Combined data from this study, including FST, EDENetwork, and the number of
migrants per generation is enough to infer that SR is acting as the source population for
HAVO and HOVE on The Big Island. SR is centrally located on Mauna Loa, which is
also the highest mountain on the island. Dubautia scabra is presumed to be a winddispersed species, where seeds are likely to be carried downward to populations at lower
elevations. Long-distance dispersal from SR to new habitat on The Big Island would not
be uncommon, as demonstrated by the number of migrants per generation. HAVO and
HOVE were likely colonized and established by seeds dispersed from SR.
Genetic variation after a bottleneck often leaves populations depauperate. Over
time, population expansion (Lawton-Rauh et al. 2007; Ilves et al. 2015), accumulation of
genetic mutations (Gompert et al. 2014), and genetic recombination (Friar et al. 2008)
allow a population to recover. Given enough time, populations that have gone through a
bottleneck will accumulate as much genetic diversity as their source populations had
when they dispersed (Nei et al. 1975), but many factors will affect how quickly this
happens. Diversity statistics relative to this project are not different to those found in
other genetic studies of the HSA using microsatellites. Two previous studies (Friar et al.
2006; Friar et al. 2007) show that Ae, Ho, and He, range from 1.10- 2.31, 0.047-0.325, and
0.081-0.341, respectively for six other species within Dubautia. Friar et al. (2007) does
report much higher FST values among populations of the same species on the same island,
however. Different populations of D. ciliolata sampled from Maui have FST values >0.20.
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A high FST values such as this was only seen between populations found on different
islands.
Dubautia scabra populations have a similar genetic variation across its range on
The Big Island, due to high levels of gene flow from other populations on the island.
Similar genetic variation patterns have also been associated with other species and HSA
plant populations on other islands. Although genetic variation has increased from the
oldest to youngest islands, species and populations maintain their affinities through
hybridization and introgression. Alternatively, species are defined by their ecology and
physiological limitation than strong genetic differentiation. In the case of D. scabra,
recovery of some genetic variation has occurred, but is limited over its distribution.
Diversity statistics show that genetic variation within D. scabra populations is
similar to other species found within the HSA. Other measure of relatedness, such as
measure of genetic divergence, suggest that other species within the alliance have higher
FST values across a much smaller range. Gene flow and migration (seed dispersal)
between populations of D. scabra are common, and would minimize genetic
differentiation across the range. There is some evidence of higher levels of inbreeding on
younger lava flows, with overall levels of inbreeding decreasing as lava flows age. There
is no evidence of genetic bottlenecks from the initial colonization, nor subsequent
colonizations to new volcanic regions. Gene flow between volcanic regions is the highest
at SR compared to HAVO or HOVE. It is likely that the source population is SR, and
HAVO and HOVE were founded by individuals from SR. Continuous gene flow between
populations and regions suggests that all populations on The Big Island are all a part of a
much larger meta-population that spans across the whole island.
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CHAPTER IV
SUMMARY
This research project is an ecological and genetic investigation of the Hawaiian
endemic species, Dubautia scabra. Dubautia scabra is a member of the Hawaiian
Silversword Alliance (HSA), which is a group of plants widely known for their
ecologically adaptive evolutionary histories. Dubautia scabra is endemic to Maui and
The Big Island, and consists of two subspecies, D. scabra ssp. scabra and D. scabra ssp.
leiophylla. Dubautia scabra ssp. scabra is commonly thought of as a small shrub that
grows in volcanic and rocky substrates, while D. scabra ssp. leiophylla has longer and
more vine-like branches and is found in forested habitats. More importantly, D. scabra
ssp. scabra (hereafter D. scabra) is the first angiosperm colonist of new lava flows, and is
one of the few species found on exposed lava rock on The Big Island, Hawaii. As a
colonizer of volcanic substrates, D. scabra provides a unique window into studying many
other ecological processes including seed dispersal and establishment, patterns of
colonization, and patterns of primary succession.
The main purpose of this Master’s thesis was to document patterns of primary
succession including: colonization, population establishment, population senescence, and
gene flow among populations with the use of a variety of ecological and genetic
techniques. The processes of ecological succession and colonization are widely
understood by ecologists in habitats like forests (Grashof-Bokdam and Geertsema 1998;
Guariguata and Ostertag 2001) and grasslands (Collins and Adams 1983; Kahmen and
Poschlod 2004), but researchers have not yet been able to successfully characterize
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primary succession of new habitats. The population structure of species in this area is
also important, as it provides a window to study gene flow and evolutionary processes of
organisms after volcanic disturbance. Dubautia scabra is an ideal focal organism for this
work because it is a primary colonizer and initiator of ecological processes on The Big
Island of Hawaii.
This genetic and ecological investigation of D. scabra has answered questions
pertaining to both ecological and genetic patterns on Maui and The Big Island. The main
goals of this study were to determine (1) if there is a correlation between lava flow age,
plant density, and genetic variation among populations (2) the genetic structure of D.
scabra across the Big Island and Maui-Nui Complex of the Hawaiian archipelago, and
(3) the source and direction of seed dispersal of D. scabra populations across the Big
Island, Hawai’i using genetic analysis. This system has the potential to provide a wide
variety of new information on the overall processes of ecological succession and some of
the underlying components associated with it.
Major Findings
Ecological Timeline and Patterns
Plant size and density on recent lava flows are important factors that help researchers
describe the progression of colonization, establishment, and senescence of D. scabra
populations on The Big Island. In this system, plant size should indicate overall plant age,
while plant density should be consistent with the time since colonization, population
establishment, and overall decline of plant populations. We found a higher density of
individuals of D. scabra on recent lava flows (R² = 0.7692). and larger plants on older
flows (R² = 0.4439). The highest density of individuals occurs on lava flows that are
about 45 years old, while the largest individuals are found on lava flows of that are about
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100 years old. After about 50 years, D. scabra numbers begin to decline, but established
individuals continue to live for another 100 years until they are likely outcompeted or die.
This model suggests that individuals and populations of D. scabra are shorter lived than
previously expected.
Time since disturbance is not the only factor associated with plant size and
density. Stepwise forward regression models suggest that: elevation, soil hydrology,
aspect, rock type, and mean annual rainfall are other ecological factors that play a
significant role in predicting size and density on recent lava flows. Together, these
findings suggest that colonization and population establishment on recent lava flows is
also dependent on other ecological variables.
Genetic Diversity and Structure
Examination of genetic divergence, diversity, and variability of D. scabra were
completed using a variety of genetic techniques. Genetic divergence across volcanic
regions on The Big Island is low, indicating a high degree of gene flow and relatedness
among populations on The Big Island. Genetic divergence between the islands, however,
is high. Physical distance between populations and limited gene flow are likely to have
contributed to considerable genetic differences between populations on different islands.
Overall genetic diversity is moderate within populations and regions on The Big Island
with the most genetic diversity seen within populations, not among populations. Limited
genetic diversity between populations indicate similar levels of genetic variability across
The Big Island due to gene flow. Additionally, genetic diversity does not appear to
increase over time as lava flows age.
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Gene Flow in a Metapopulation
Similar levels of genetic variation found within and between populations of D.
scabra is a function of gene flow through a dynamic metapopulation. EDENetwork and
estimates of number of migrants per generation suggest there are high volumes of gene
flow between all major regions on The Big Island. The most gene flow comes from the
populations around Saddle Road, located centrally on The Big Island. Combined data
from multiple analyses suggest that the Saddle Road region is the current source
population within the larger metapopulation. This region exhibits the most seed dispersal
to other regions on The Big Island, including, Hawaii Volcanoes National Park and
Hawaiian Ocean View Estates.
Summary
Patterns of colonization and population establishment were documented within
the larger meta-population of D. scabra on The Big Island. Recent lava flows are
colonized by many individuals. Over time, only a few of those individuals will grow and
establish populations where physical and environmental conditions are appropriate. After
about 100 years, population numbers begin to decline as volcanic substrates are broken
down, and the processes of primary succession continue.
Various volcanic regions on The Big Island share low genetic divergence, similar
levels of genetic diversity, and a high levels of gene flow. Genetic divergence is low
across all populations of D. scabra, and genetic diversity is similar in all populations on
The Big Island. High amounts of gene flow suggest that all sub-populations within this
meta-population have a high degree of relatedness. The populations around Saddle Road
share the most genetic relatedness with the other regions and populations on the island.
Numerous analyses suggest that Saddle Road is the current source population on The Big
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Island, and has founded other populations including Hawaii Volcanoes National Park and
Hawaiian Ocean View Estates.

73
LITERATURE CITED
Baldwin, B. G., D. W. Kyhos, J. Dvorak, and G. D. Carr. 1991. Chloroplast dna evidence
for a north-american origin of the hawaiian silversword alliance (asteraceae).
Proceedings of the National Academy of Sciences of the United States of America
88:1840-1843.
Baldwin, B. G. and M. J. Sanderson. 1998. Age and rate of diversification of the
Hawaiian silversword alliance (Compositae). Proceedings of the National
Academy of Sciences of the United States of America 95:9402-9406.
Barrier, M., B. G. Baldwin, R. H. Robichaux, and M. D. Purugganan. 1999. Interspecific
hybrid ancestry of a plant adaptive radiation: Allopolyploidy of the Hawaiian
silversword alliance (Asteraceae) inferred from floral homeotic gene duplications.
Molecular Biology and Evolution 16:1105-1113.
Bess, E. C., T. A. Catanach, and K. P. Johnson. 2014. The importance of molecular
dating analyses for inferring Hawaiian biogeographical history: a case study with
bark lice (Psocidae: Ptycta). Journal of Biogeography 41:158-167.
Block, S. and J. A. Meave. 2017. Landscape-scale effects of geomorphological
heterogeneity on variability of oak forest structure and composition in a
monogenetic volcanic field. Plant Ecology & Diversity 10:167-174.
Boggs, K., S. C. Klein, J. Grunblatt, T. Boucher, B. Koltun, M. Sturdy, and G. P.
Streveler. 2010. Alpine and Subalpine Vegetation Chronosequences following
Deglaciation in Coastal Alaska. Arctic Antarctic and Alpine Research 42:385395.

74
Boutin-Ganache, I., M. Raposo, M. Raymond, and C. F. Deschepper. 2001. M13-tailed
primers improve the readability and usability of microsatellite analyses performed
with two different allele-sizing methods. Biotechniques 31:24-+.
Carlquist, S. 1957. Leaf Anatomy and Ontogeny in Argyroxiphium and Wilkesia
(Compositae). . Pp. pp.696-705. American Journal of Botany.
Carlquist, S. 1958. Structure and Ontogeny of Glandular Trichomes of Madinae. Pp.
pp.675-682. American Journal of Botany.
Carlquist, S. 1959. Structure and Ontogeny of Glandular Trichomes of Madinae Pp. 675682. American Journal of Botany.
Carlquist, S. 1961. Comparative plant anatomy: A guide to taxonomic and evolutionary
application of anatomical data in angiosperms. Holt, Rinehart and Winston, New
York.
Carr, G. 1985. Monograph of the Hawaiian Madiinae (Asteraceae): Argyroxiphium,
Dubautia, and Wilkesia. Allertonia.
Carr, G. D. and D. W. Kyhos. 1981. Adaptive radiation in the hawaiian silversword
alliance (compositae-madiinae) .1. Cytogenetics of spontaneous hybrids.
Evolution 35:543-556.
Carr, G. D. and D. W. Kyhos. 1986. Adaptive radiation in the hawaiian silversword
alliance (compositae-madiinae) .2. Cytogenetics of artificial and natural hybrids.
Evolution 40:959-976.
Carson, H. L. 1983. Chromosomal sequences and interisland colonizations in hawaiian
drosophila. Genetics 103:465-482.

75
Clarkson, B. D. 1990. A review of vegetation development following recent (less-than
450 years) volcanic disturbance in north island, new-zealand. New Zealand
Journal of Ecology 14:59-71.
Collins, S. L. and D. E. Adams. 1983. Succession in grasslands - 32 years of change in a
central oklahoma tallgrass prairie. Vegetation 51:181-190.
Cowie, R. H. 1995. Variation in species diversity and shell shape in Hawaiian land snails:
In situ speciation and ecological relationships. Evolution 49:1191-1202.
Coyne, J. A. and H. A. Orr. 1989. Patterns of speciation in drosophila. Evolution 43:362381.
Croucher, P. J. P., G. S. Oxford, A. Lam, N. Mody, and R. G. Gillespie. 2012.
Colonization history and population genetics of the color-polymorphic hawaiian
happy-face spider theridion grallator (araneae, theridiidae). Evolution 66:28152833.
del Moral, R. and S. Grishin. 1999. Volcanic disturbances and ecosystem recovery.
Ecosystems of the World.
del Moral, R., L. A. Thomason, A. C. Wenke, N. Lozanoff, and M. D. Abata. 2012.
Primary succession trajectories on pumice at Mount St. Helens, Washington.
Journal of Vegetation Science 23:73-85.
Diamond, J. M. 1970. Ecological consequences of island colonization by southwest
pacific birds, I. Types of niche shifts. Proceedings of the National Academy of
Sciences of the United States of America 67:529-536.
Doyle, J. and J. Doyle. 1987. Genomic plant DNA preparation from fresh tissueCTAB method. Phytochem Bull.

76
Earl, D. A. and B. M. vonHoldt. 2012. STRUCTURE HARVESTER: a website and
program for visualizing STRUCTURE output and implementing the Evanno
method. Conservation Genetics Resources 4:359-361.
Evanno, G., S. Regnaut, and J. Goudet. 2005. Detecting the number of clusters of
individuals using the software STRUCTURE: a simulation study. Molecular
Ecology 14:2611-2620.
Fleischer, R. C., C. E. McIntosh, and C. L. Tarr. 1998. Evolution on a volcanic conveyor
belt: using phylogeographic reconstructions and K-Ar-based ages of the Hawaiian
Islands to estimate molecular evolutionary rates. Molecular Ecology 7:533-545.
Fosberg, S. 1961. A classification of vegetation for general purpose. Trop. Ecol.
Foulger, G. and D. Anderson. 2006. The Emperor and Hawaiian volcanic chains: How
well do they fit the plume hypothesis. mantleplumes.org.
Freed, L. A., S. Conant, and R. C. Fleischer. 1987. Evolutionary ecology and radiation of
hawaiian passerine birds. Trends in Ecology & Evolution 2:196-203.
Friar, E. A. 2005. Isolation of DNA from plants with large amounts of secondary
metabolites. Molecular Evolution: Producing the Biochemical Data, Part B 395:314.
Friar, E. A., J. M. Cruse-Sanders, and M. E. McGlaughlin. 2007. Gene flow in Dubautia
arborea and D-ciliolata: the roles of ecology and isolation by distance in
maintaining species boundaries despite ongoing hybridization. Molecular Ecology
16:4028-4038.

Friar, E. A., L. M. Prince, J. M. Cruse-Sanders, M. E. McGlaughlin, C. A. Butterworth,
and B. G. Baldwin. 2008. Hybrid origin and genomic mosaicism of Dubautia

77
scabra (Hawaiian Silversword Alliance; Asteraceae, Madiinae). Systematic
Botany 33:589-597.
Friar, E. A., L. M. Prince, E. H. Roalson, M. E. McGlaughlin, J. M. Cruse-Sanders, S. J.
De Groot, and J. M. Porter. 2006. Ecological speciation in the East Maui-endemic
Dubautia (Asteraceae) species. Evolution 60:1777-1792.
Funk, V. and W. Wagner. 1995. Biogeographic patterns in the Hawaiian Islands.
Garb, J. E. and R. G. Gillespie. 2009. Diversity despite dispersal: colonization history and
phylogeography of Hawaiian crab spiders inferred from multilocus genetic data.
Molecular Ecology 18:1746-1764.
Garcia-Verdugo, C., E. Friar, and L. S. Santiago. 2013. Ecological role of hybridization
in adaptive radiations: a case study in the dubautia arborea-dubautia ciliolata
(asteraceae) complex. International Journal of Plant Sciences 174:749-759.
Giambelluca, T. W., Q. Chen, A. G. Frazier, J. P. Price, Y. L. Chen, P. S. Chu, J. K.
Eischeid, and D. M. Delparte. 2013. Online rainfall atlas of hawai'i. Bulletin of
the American Meteorological Society 94:313-316.
Gillespie, R. G. 2005. Geographical context of speciation in a radiation of Hawaiian
Tetragnatha spiders (Araneae, Tetragnathidae). Journal of Arachnology 33:313322.
Givnish, T. J., K. C. Millam, A. R. Mast, T. B. Paterson, T. J. Theim, A. L. Hipp, J. M.
Henss, J. F. Smith, K. R. Wood, and K. J. Sytsma. 2009. Origin, adaptive
radiation and diversification of the Hawaiian lobeliads (Asterales:
Campanulaceae). Proceedings of the Royal Society B-Biological Sciences
276:407-416.

78
Glenn, T. C. and N. A. Schable. 2005. Isolating microsatellite DNA loci. Pp. 202-222 in
E. A. Zimmer, and E. H. Roalson, eds. Molecular Evolution: Producing the
Biochemical Data, Part B. Elsevier Academic Press Inc, San Diego.
Gompert, Z., L. K. Lucas, C. A. Buerkle, M. L. Forister, J. A. Fordyce, and C. C. Nice.
2014. Admixture and the organization of genetic diversity in a butterfly species
complex revealed through common and rare genetic variants. Molecular Ecology
23:4555-4573.
Grashof-Bokdam, C. J. and W. Geertsema. 1998. The effect of isolation and history on
colonization patterns of plant species in secondary woodland. Journal of
Biogeography 25:837-846.
Green, E. C., K. Tremetsberger, A. Jimenez, S. Gomez-Gonzalez, T. F. Stuessy, C. M.
Baeza, and P. G. Lopez. 2012. Genetic diversity of pioneer populations: the case
of Nassauvia argentea (Asteraceae: Mutisieae) on Volcan Lonquimay, Chile.
Plant Systematics and Evolution 298:109-119.
Groom, M. J. 1998. Allee effects limit population viability of an annual plant. American
Naturalist 151:487-496.
Guariguata, M. R. and R. Ostertag. 2001. Neotropical secondary forest succession:
changes in structural and functional characteristics. Forest Ecology and
Management 148:185-206.
Helenurm, K. and F. R. Ganders. 1985. Adaptive radiation and genetic differentiation in
hawaiian bidens. Evolution 39:753-765.
Holland, B. S. and M. G. Hadfield. 2004. Origin and diversification of the endemic
Hawaiian tree snails (Achatinellidae : Achatinellinae) based on molecular
evidence. Molecular Phylogenetics and Evolution 32:588-600.

79
Ilves, A., M. Metsare, K. Tali, and T. Kull. 2015. The impact of recent colonization on
the genetic diversity and fine-scale genetic structure in Orchis militaris (L.). Plant
Systematics and Evolution 301:1875-1886.
Jones, C. C. and R. del Moral. 2009. Dispersal and establishment both limit colonization
during primary succession on a glacier foreland. Plant Ecology 204:217-230.
Jumpponen, A., H. Vare, K. G. Mattson, R. Ohtonen, and J. M. Trappe. 1999.
Characterization of 'safe sites' for pioneers in primary succession on recently
deglaciated terrain. Journal of Ecology 87:98-105.
Kahmen, S. and P. Poschlod. 2004. Plant functional trait responses to grassland
succession over 25 years. Journal of Vegetation Science 15:21-32.
Kivela, M., S. Arnaud-Haond, and J. Saramaki. 2015. EDENetworks: A user-friendly
software to build and analyse networks in biogeography, ecology and population
genetics. Molecular Ecology Resources 15:117-122.
Lawton-Rauh, A., R. H. Robichaux, and M. D. Purugganan. 2003. Patterns of nucleotide
variation in homoeologous regulatory genes in the allotetraploid Hawaiian
silversword alliance (Asteraceae). Molecular Ecology 12:1301-1313.
Lawton-Rauh, A., R. H. Robichaux, and M. D. Purugganan. 2007. Diversity and
divergence patterns in regulatory genes suggest differential gene flow in recently
derived species of the Hawaiian silversword alliance adaptive radiation
(Asteraceae). Molecular Ecology 16:3995-4013.
Lerner, H. R. L., M. Meyer, H. F. James, M. Hofreiter, and R. C. Fleischer. 2011.
Multilocus Resolution of Phylogeny and Timescale in the Extant Adaptive
Radiation of Hawaiian Honeycreepers. Current Biology 21:1838-1844.

80
Long, J. C. and R. A. Kittles. 2009. Human Genetic Diversity and the Nonexistence of
Biological Races. Human Biology 81:777-798.
Malahoff, A., I. Y. Kolotyrkina, B. P. Midson, and G. J. Massoth. 2006. A decade of
exploring a submarine intraplate volcano: Hydrothermal manganese and iron at
Lo'ihi volcano, Hawai'i. Geochemistry Geophysics Geosystems 7.
McArthur, R. and E. Wilson. 2001. The Theory of Island Biogeography. Princeton
University Press.
Mills, L. S. and F. W. Allendorf. 1996. The one-migrant-per-generation rule in
conservation and management. Conservation Biology 10:1509-1518.
Nei, M., T. Maruyama, and R. Chakraborty. 1975. Bottleneck effect and geneticvariability in populations. Evolution 29:1-10.
Peakall, R. and P. E. Smouse. 2012. GenAlEx 6.5: genetic analysis in Excel. Population
genetic software for teaching and research-an update. Bioinformatics 28:25372539.
Percy, D. M., A. M. Garver, W. L. Wagner, H. F. James, C. W. Cunningham, S. E.
Miller, and R. C. Fleischer. 2008. Progressive island colonization and ancient
origin of Hawaiian Metrosideros (Myrtaceae). Proceedings of the Royal Society
B-Biological Sciences 275:1479-1490.
Piry, S., G. Luikart, and J. M. Cornuet. 1999. Bottleneck: A computer program for
detecting recent reductions in the effective population size using allele frequency
data. Journal of Heredity 90:502-503.
Pritchard, J. K., M. Stephens, N. A. Rosenberg, and P. Donnelly. 2000. Association
mapping in structured populations. American Journal of Human Genetics 67:170181.

81
Regelous, M., A. W. Hofmann, W. Abouchami, and S. J. G. Galer. 2003. Geochemistry
of lavas from the Emperor Seamounts, and the geochemical evolution of
Hawaiian magmatism from 85 to 42 Ma. Journal of Petrology 44:113-140.
Remington, D. L. and R. H. Robichaux. 2007. Influences of gene flow on adaptive
speciation in the Dubautia arborea-D-ciliolata complex. Molecular Ecology
16:4014-4027.
Riley, L., M. E. McGlaughlin, and K. Helenurm. 2010. Genetic diversity following
demographic recovery in the insular endemic plant Galium catalinense subspecies
acrispum. Conservation Genetics 11:2015-2025.
Robichaux, R., J. Canfield, F. Warshauer, M. Bruegmann, and E. Friar. 1998. Restoring
Mauna Kea’s crown jewel. Pp. 21-25. Endangered Species Bulletin.
Robichaux, R. H. 1984. Variation in the tissue water relations of 2 sympatric hawaiian
dubautia species and their natural hybrid. Oecologia 65:75-81.
Roderick, G. K. 1997. Herbivorous insects and the Hawaiian silversword alliance:
Coevolution or cospeciation? Pacific Science 51:440-449.
Roesch Goodman, K., S. C. Welter, and G. K. Roderick. 2012. Genetic divergence is
decoupled from ecological diversification in the Hawaiian Nesosydne
planthoppers. Evolution; international journal of organic evolution 66:2798-2814.
Rozen, S. and H. Skaletsky. 2000. Primer3 on the WWW for general users and for
biologist programmers. Methods in molecular biology (Clifton, N.J.) 132:365386.
Rubinoff, D. 2008. Phylogeography and ecology of an endemic radiation of Hawaiian
aquatic case-bearing moths (Hyposmocoma : Cosmopterigidae). Philosophical
Transactions of the Royal Society B-Biological Sciences 363:3459-3465.

82
Rundell, R. J., B. S. Holland, and R. H. Cowie. 2004. Molecular phylogeny and
biogeography of the endemic Hawaiian Succineidae (Gastropoda : Pulmonata).
Molecular Phylogenetics and Evolution 31:246-255.
Smather, G. and D. Mueller-Dombois. 1972. Invasion and recovery of vegetation after a
volcanic eruption in Hawaii. National Park Service Scienti®c Monograph Series
no. 5.
Tarduno, J., H.-P. Bunge, N. Sleep, and U. Hansen. 2009. The Bent Hawaiian-Emperor
Hotspot Track: Inheriting the Mantle Wind. Science 324:50-53.
Tarduno, J. A. and R. D. Cottrell. 1997. Paleomagnetic evidence for motion of the
Hawaiian hotspot during formation of the Emperor seamounts. Earth and
Planetary Science Letters 153:171-180.
Tarduno, J. A., R. A. Duncan, D. W. Scholl, R. D. Cottrell, B. Steinberger, T.
Thordarson, B. C. Kerr, C. R. Neal, F. A. Frey, M. Torii, and C. Carvallo. 2003.
The Emperor Seamounts: Southward motion of the Hawaiian hotspot plume in
earth's mantle. Science 301:1064-1069.
Timm, O. E., M. Takahashi, T. W. Giambelluca, and H. F. Diaz. 2013. On the relation
between large-scale circulation pattern and heavy rain events over the Hawaiian
Islands: Recent trends and future changes. Journal of Geophysical ResearchAtmospheres 118:4129-4141.
Tsuyuzaki, S. 2009. Causes of plant community divergence in the early stages of volcanic
succession. Journal of Vegetation Science 20:959-969.
Wagner, W. L., D. R. Herbst, and S. H. Sohmer. 1999. Manual of the Flowering Plants of
Hawai'i. University of Hawai'i and Bishop Museum Press.

83
Walker, L. R., J. C. Zasada, and F. S. Chapin. 1986. The role of life-history processes in
primary succession on an alaskan floodplain. Ecology 67:1243-1253.
Werle, E., C. Schneider, M. Renner, M. Volker, and W. Fiehn. 1994. Convenient singlestep, one tube purification of pcr products for direct sequencing. Nucleic Acids
Research 22:4354-4355.
Whittaker, R. J. 1993. Plant-population patterns in a glacier foreland succession - pioneer
herbs and later-colonizing shrubs. Ecography 16:117-136.
Whittaker, R. J., K. A. Triantis, and R. J. Ladle. 2008. A general dynamic theory of
oceanic island biogeography. Journal of Biogeography 35:977-994.
Wilson, G. A. and B. Rannala. 2003. Bayesian inference of recent migration rates using
multilocus genotypes. Genetics 163:1177-1191.
Wilson, J. T. 2014. A possible origin of the hawaiian islands (Reprinted from CJES, vol
51). Canadian Journal of Earth Sciences 51:863-870.
Witter, M. S. and G. D. Carr. 1988. Adaptive radiation and genetic differentiation in the
hawaiian silversword alliance (compositae, madiinae). Evolution 42:1278-1287.

84

